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E1-A0209 

[mfrxiimm] ^mm^ < im^^ 2tb2o#6-^ 

imfXitmrn] ^mm-^ < rum 1-1-1 asi^f igfeiSAm^ 

-^W^^o < -b > ^ - 

[ftFfXii^Bff] ^^mo < if 1-1-1 JlS^^TSfc'&AMI 
^W^Bff < tf-fe ^ iJ' - 

[ftB^xfieB^] ^M}ir-::> < if^M 1-1-1 m^Ln^i^AMmimm 

-^W^Bf o < if -fe > ^ - F»3 

i^mxiimm] ^:^iiro < (fiij^ i - 1 - 1 m^ffwc^Amt 
^m^m^ < if -fe >' - 



IWJ#^] 000000217 
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imm^-^] 301021533 

[mSlJ#-^] 100102978 

IftSlJ#-^l 100108774 

l^m-^m^-^] 041092 

imt^m] 10. soon 

[-eo^] m^&^^<o^x<Dm<on^<om^ o s o/i o o 

m^^] mm i 
m^^} 1 
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(2) GlcN-(acyl)PI^;^mf^X^. 

(3) Gicsi-Ucyi)?iim'j^^^^^^^m^^mR'r^jM. ^^tf:^mo 

[IS^^2] GWTl^^ST^JiSTfB (a) i>^h (d) <^v^-f n^^cfSmoDNA. 

(a) @S^J#^: 2. 4. 6^ 8^ I 0 ttzit 1 4 i,z%m.<or 5. yms.my()^h^j: 

(b) m^m^: 1> 3. 5^ 7. 9> ll^ 1 2 tfctil 3frC|B^<om*BB^J 
Sr-^trDNA 

(c) @fi^J#^: U 3. 5. 7. 9. 11> 1 2 tfztil 3 mfim<^m*IE^J 

(d) WM^-^: 2. 4^ 6. 8> 1 Otfctil 4|B^OT5ymiB^Jt-:fev^T 

[il^]®3] Tv;Hfc;$tt/cGPI«r;i^ai1-^X^:*^^i^'nv ^^^^7•7^- 
[W:^]^4] $<btc, (4) m^^p^fzwmmii^. gpitv^^^-msko 

[0 0 0 1] 
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^-v: 2/ 



[0 0 0 2] 

^■e*«). itmKm^'T^nmm'T-lt-KmmmKGPl (Clycosylphosphatidyli 
nositol) r > :^ V > Lfzm. mmmm.mKm^^ii^ :i tKME Lfz (#^# 

[0 0 0 3] 

W^ff^XWW Hamada K et al. Mol. Gen. Genet., 258: 53-59, 1998 
[0 0 0 4] 

10 0 0 5] 

^H^^^'bfiWO 02/04626-^. Saccharomyces cerevisiael'i3V*T@e^J#-i- 1 
izmm<D^mmn^mir:hDm^^=J~V-t^m&My()K Candida albicanslli5V> 

xmmm^3Rz^^5 i,zum<o^mn^mt^mk-3i)^ti- vir^mi^Mi)^ schiz 

osaccharomyces V0Bi3eKi3\/^XWiM^-^7 Kf&^<DM^W.'^\]^:^ir^imA^:=t-- 
K-f-SMS®^*. Aspergillus fumigatusJ':fev^rBe^J#-f-9 2Stl)^l 1 KndMO 
^mm^^-f-^mA^^=i~V-t^m&MTbK Cryptococcus neofonnansiC^V^T 

sB^j#-^i 2:5.0^1 3i,z%m(^^mmm^m't^im7()^='-V't^s^mTb^. gpi 
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[0 0 0 6] 



[0 0 0 7] 

-C-LT. Gmmm^mm (mTCWriSe) GPK^^-^^^I^ (mi. Kinos 
hita and Inoue, Curr Opin Chem Biol 2000 Dec ; 4 (6) : 632-8; Ferguson et al. 
, Biochim Biophys Acta 1999 Oct 8 ; 1455 (2-3) : 327-40) 4'OGlcN-PIlCT v;V 
^^l:fe#LGlcN-(acyl)PISr'a-^-r ^Sttlr^ti-^ <^ t ^M.m t. 3^fS14=S:PJ.S 

[0 0 0 8] 

(1) m.mmu-^'tfzGwnm^^iz.a^ v^fi;hm^Mt. ^^w^t^^m^ 

(2) GlcN-(acyl)PlSr^m-r^X^. 

[0 0 0 9] 

^1 i x-mi t mo 02/04626 mm $ ^^-^^KBomM-^^atfs^^t?^ ^ . it 



[<bil 
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[0 0 10] 

tfz. GlcN-(acyl)PI^{±GPIO>fc'^^^^ (HI 1 . Kinoshita and Inoue, Cur 
r Opin Chem Biol 2000 Dec ; 4 (6) : 632-8; Ferguson et al.. Biochim Biophys A 
eta 1999 Oct 8 ; 1455 (2-3) : 327-40) 4'<^Glucosaminyl-phosphatidyl inositol ( 
GlcN-PI) OInos i toH3 T Jl^&if^^^^ L fcGIucosaminy 1-acy Iphosphat idyl inos 
itolfab-So 

[0 0 11] 

2. GmitiE^T&^Tia (a) :6^f> (d) <o\f>-rM^zmM<odm. 

(a) se^j#-^:2. 4s 6s 8s I 0 tfziii 4 KmW(.<D7 ^ ymsm-d'^h^ 

(b) @B^j#-f-: Is 3s 5s 7s 9s lis 1 2tfziii 3\,zum<Dm.mmn 

(c) @e^j#-^: Is 3s 5s 7s 9s lis 1 2tfziti 3KmW(.<ommmm 

(d) @fi^!j#-^ : 2s 4 s 6 s 8 s 1 Otfziil 4mm.<OT5.ymminziB\^^X 

mmm-^^ ^ ^se® =sr n - ki- ^dnas -^^^mim i ^z^m<omMMY^m 

[0 0 12] 

id-Cs r:^h';>i?i>h^^#J i:{is 'e?flA{f65t: 4 X SSC^C:fe^tS^^-f 
yi; ^r^^^i/B-y, ^V^'e65'C-C 1 B#K0.1 x ssc^t?o?5fe^-e^-So tfzm 
LT;^ VV>i^:r.>h ^^fttis 50%'i^;^AT 5 V^42X: 4 x SSCtr^^So 
tfz. PerfectHyb™ (TOYOBO) ?t?£4'65'C2.5B#^/N-f :/V tJ^-f -if-i/ a ^'s ^ 
V^-ei).2xSSC, 0.05% SDSmWL 25'C5^s 2).2xSSC, 0.05% SdSmi0L : 25*015^ 

s 3).o.ixssc. 0.1% sosmm.5Qx:2o^(Dm^t\^^-=>fz^^i>m^fi^o 

[0 0 131 
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(Sambruck,J.,Fritsch,E.F.,and Maniatis,T. (1989) Molecular Clo 
ning: A Laboratory, Manual, Cold Spring Harbor Laboratory, Cold Spring Harb 

or, NY) ^^^ffiv>TMM-r^^i::e>«T§^o tfz. ^(7) X d ^j:^mit^mmz 
ioT^ymJiJi.rtt?^«9> L<{i3T^ymmrt't^*)^o r^ym<r>mi 

[0 0 14] 

@B^J#-^:2. 4> 6. 8> 1 0 t7t{±l 4lc|Bm<^)T^ >^mBem^'b'&^ 
Mfi®t^<7)T5ym@e^JlCi3V^T]^V^ffl|WI'tt 60%m±. 70%m_L. 

80%j^i.±. 90%Jii._L. ^;i»v>{i95%mji<^iaisi^) ^^-t^o r^ymMm<om 

mmt. BLASTx (T5ym^^;v) <^7'nirvA(Altschul et al. J. Mol. Bio 
1.215:403-410, 1990)*fiJfflLT^5c-rs^i:^«t?§^o ^yn^r^A}*, Karl 
in and AltschuHw i^T^VrrvXABUSKProc. Natl. Acad. Sei. USA 87:226 
4-2268, 1990> Proc.Natl. Acad. Sei. USA 90:5873-5877, 1993) l^So'V^TV^ 

ore = 50> wordlength = 3tir:ho tfz. Gapped BUSXyn ^5^^/, ^rfflv^T> T 
^ ymMm^M^i-^m^lt. Altschulf> (Nucleic. Acids. Res. 25: 3389-3402 
, 1997) mem^ tLTV^;2> J; ^ iz^^ Clti)^X^^o BLAST i:Gapped BLASTT'n 

^> <^)^:^&<^^^6<I^^i*t±^^T* :h (http://www. ncbi . nlm. nih. gov. ) o 
[0 0 15] 

:^ 1 :d>f> 2 Ov^-rtL:dHC|B«fe(D:^r^o 

4. ^t^iz. (4) GPIT>:^-Me®0«BJ!&^'\0$^ 

Mii® t m^-t ^ GPi T > :^ ~m}^M<^MMMm^<D^^ ^ lawi" 
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[0 0 16] 

1. GWTlSe=S:ilMf 

GWT1®6(±> $ftb<{iS. cerevisiae^ C. albicans, S. pombe, A. f 

umigatus> C. neoformans. ^ L < {iS. cerevisiae<7)Mlii:^:;6^^M^i"^ 

lCJf»SLTffiV^T^> J:v>o IB^J#-^l, 3> 5. 7. 9, 11> 12t 

J:^}. Tv;v^f5#fStt<7)i!J^:^^t,tc^Jf d ^t:6Wtg'e^>;i)o J^ilTtcS. cerev 

[0 0 17] 

(i)Gffriai5^<^^A 

GlTiat-fS^ti. mm-^ 1> 3> 5. 7. 9> 11. 12tfv:{il3 icfamo 

Gmit^^=£rS. cerevisiae-e# < ^ -pjx. {fYEp3520^;W^i^ n 

--y^^'-it^ MciiS^:7"n^-iJ'- . '^Jx.tfpKTlO (Tanaka 

et al. Mol. Cell Biol., 10:4303-4313. 1990) m^<7>GP;Pm'fv^-^-RZ/G 
APDH^ -^^-'$^-i:nXV fz^m^^ 9 - \mX X^xmm^-f'?:^ 5 K «rf^ 
Ml-So S.cerevisiae^£t?G2-10;^=S:> ®^:&*&«lMx.{JYPD:^% (Yeast extra 
ct-Polypeptone-Dextrose:^Ab)l^T. ^S'5Jzy.;gf^x.{^30'C-e^a: ^ t. ^ 

K^S. cerevisiae tc^A-f'So i^ifeiJ f--^ A^felcov>T(±YEAST MAKERT 
M Yeast Transformation System (Clonetechtt^) User ManuaUcfB^;^ ttTV* 
^ o SD (ura-) ^^XZ^X,. 2 B P^^^f ^ vl ^: J: I9 GWriii^JUm^J^iJ i 
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[0 0 18] 

X^WT^^Ht-^mtL^^o mm^'^irX^LfzS. cerevisiae{±. iikT<D 
JiJ.±$f $ L < {±40 bpmji<7)^^ Lfcv>GWTlatf5^0lB5^J (^Jx.(f 1 K 

[0 0 191 

S. cerevisiaem^1^<^M<^l&31^^^J^-2^?/it<ST-^A?*t±. S. pombeO|& 
^^^^_pcL^;^0f^<7)^X?*twOV^TIgarashi et al. Nature 353:80-83, 1 
991tC, C. albicans<^|&^^i^^-pRM10^:S.t>*-€-O#A^i::ov^-CPla J et al 
, Yeast, 12: 1677-1702, 1996tl> A. f\migatus<D^^^^ ^ -pm7-l^j^XJ^^ 
O^Affil::ov^rPunt PJ et al, GENE, 56: 117-124, 19871'. C. neoformans 
OH^^^ ^-pPM8^:?5.t>'-eo^A^t::-:3V>TMonden P et al, FEMS Microbiol 
. Lett,, 187 : 41-45, 2000tcf2^;^ tLrv^;g,o 

tfz^ C. ailhicans<D^^^<Dffm^ii^ Fonzi WA et al. Genetics 134: 717 
-728. 1993tcfBm ^ tLT ;g, „ 
[0 0 2 0] 

GWTljtfS^^^AtTtS. cerevisiae^> 3i^^^«llWJx.t^SD(ura-)f8[>f*:^«l 

mi^-^m buffer (50 niM Tris-HCl, pH7.5, 2 mM UgPl2)-^^^Lfz^k. MMm 
x.{f2 mlt^TM buffer + protease inhibitor (Complete™ (Rochett^) ) izx 



miE#2 003-3107180 



^ #M2 0 0 2-3 3 9 4 1 8 ^ 



^-i^ : 8/ 



X. ^ir)l^:ff^y^'^tfm'm^ (Total membrane fraction) ^^^.^-^^0 0^ 
f?!lx.{fl3,000 gX'20^mM't-Lxm^i:MM^J:siSS2iym<D^^y y T - K^^ML 

[0021] 

S. ce^evisiaeJy.^OKB^Mli^:^iiM{i^ S. pombet'oi/>T {±Yoko-o et al, 
Eur. J. Biochem. 257:630-637 (1998) tc^ C. albicanslcov^TtiSentandreu 
M et al, J. Bacterid. , 180 : 282-289, 1998^'^ A. fumigatustcov^TJiMouy 
na I et al, J. Biol. Chem., 275: 14882-14889, 2000 C. neoformanstcov^ 
TfiThompson JR et al, J. BacterioL, 181: 444-453, 1999tCfB^(7);l5-'^lC i 

[0 0 2 2] 

su&t LTGm^eti. Mm&^^<Dmm. mx.im%mmm. M^&mm. i<m 

tzGWri^m^mmmz^XV. Petaja-Repo et al.. J. Biol. Chem., 276:4416 

-23, 2001 tcfB^o:^feir J: \) mm^^m^-t^ ^tTb^-cn^o 

[0 0 2 3] 

MA*fflJ!&t?{±^ Mx.{^BAC-TO-BAC Baculovirus Expression system (GIBCO BR 
i^) 5rf^mU ^C:d^<bOkamoto et al., J. Biol. Chem.. 276:742-751. 2001 
i^mmxit. -^X-ifpGEX (Pharmacia^iM) Oi^m^WS^^ ^ -izGWTl^ 

o r ^ BL21 ^ i^oi^mm ^mx Lmim& ^mm-t ^^Lti)^x^:ho 

[0 0 2 4] 

2. riy)i^&^^m^<Dm^-^m 

G?UZTiy)l^m^^^-t^Km<D^mit. Costello andOrlean, J. Biol. Che 



ffilEilf 2 003-3107180 



^ #^2002-339418 ^ 



^-i^ : 9/ 



m. (1992) 267:8599-8603; tfzitFranzot and Doer ing, Biochem. J. (1999) 34 

-^y (Mg, Mn) . ATP^ Coenzyme A. RXf^t L < tiUDP-GlcNAc 
kkomycin Z. T:^/^^^ym^^m.<D^l^Umnt\^Xtmy\czmcin^^t^^^ 

[0 0 2 5] 

mm\^mm\^fz. L<fift:ltttISlf47n^-e^l^L/cGlcN-(acyl)P 
lO-mW^^. Mx.(fUDP-GlcNAc, Acyl-Coenzyme A> 0$ L < {±UDP-[14c]GlcNAc 
=Jrin£T. (^x.{f241C'em^) m^^f^o ^5'^^>^;vA : ^ 

(1:2) ^:mmLmWLXKJB^±ibmM^mmir^o mmLfzKJBm 

m^mm^j:mm. t^t\^<iiy'^y~)UKmmL. HPLc-^®i^n-^hi7^-7'f 

- (TLC) ^<Dljm. tti-tL<i±TU:KX^. BLlBX^mLtzGldi-iaiCYl)?!^^ 

mt^o Tu:xmmir:hm^. mmmmitmK.itmcis/casom2p{65:25:4). chc 

I3/CH3OH/IM NH40H(10:10:3). CHCl3/pyridine/HC0OH(35:3O:7)^5gJ[M*^t-'5. 
:it-A^X^:h:^K 0 1 L < {iHCls/CHsOH/lM NH40H(10:10:3) i i^SWI-^o ^$3- 

mL/iGicN-(acyi)pi^. mmi^MBLtz-^m. WLM^m^jitmxmmLtKDx 

^tLf£, ^SILfcGlcN-(acyl)PIO»:lt^14tCi IJje:!^- 
^mt^^-i^^ir:h^>^K. fe^"t^GlcN-(acyl)PI;6*^i5>1-tL{f, ^lt:^'fb 

[0 0 2 6] 

IT -|ie®<Dm^'^<^$[^^3a^«-piW'f-^36^S5&\ GPIT 
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[0 0 2 7] 
[0 0 2 8] 

(i)~(4)<?5:^^iiwo 02/04626<^i&?g<^)gi^ic^$^ttT*3i9. mmm^M^m^ 

tc^^;^ttTV>^o (l)~(4)(^:^^lCJ:r), $f t L < ti(l)~(4)0:^^?ra^'^ 

:b-^r ffi ;g> i t J: J9 . ^^^#5&^^GPI T > :^ -Mfi «0«M-\<^m^it® 

[0 0 2 9] 

"^^KX '9^^'Ci-i> (National Committee for Clinical Laboratory Standar 
ds. 1992. Reference method for broth dilution antifungal susceptibility 
testing for yeasts. Proposed standard M27-P. National Committee for Clin 
ical Laboratory Standards, Villanova, Pa.) © 
[0 0 3 01 

[mmm] 
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S.cerevisiae X^W} <^^^^ ^ -H^^-^^tii^. YEp352(7)v;i/^^ a — ^ 
htCpKTlO (Tanaka et al, Mol. Cell Biol., 10:4303-4313. 1990) ft 
5^0GAPDHrn ^-^X Z/GAPm^ L. Mt' v;v^ ^u- 

^fiEl-^Sall-y-^r h =£rClaI-i^'< h t'^J^^ t7'cYEp352GAPIIClaI ASal-lrfN^ tfco 
iS^J#-^l tcfa^<^):^^iB5^JSr^tfS.cerevisiae GWTl^tfS^^ie^JH-^ 1 5 

p352GAPIIClalASal^^ iJ'-Ov;i/f^i;^n-->i5^-9-^ h tcjf ALTGmit*J|& 

[0 0 3 1] 

(2) ,GWTlitfs^^S-^^Lf.:S. cerevisiae Agwtm<^fpM 

S. pombet^hisSit'fE^ (Longtine MS et al. Yeast, 14: 953-961, 1998) ^ 

S. cerevisiae=Sr:^« • *®t. ±M<D?CRm^xr^Mm^LfZo SD(His-):^flfe 

[0 0 3 21 

(3) Gm|&3^J!a<^)f'^^ 

Agwtl^^^ YPD:^:te (Yeast extract-Polypeptone-Dextrose:^^) ICT. SOt: 

xmto^mu M$mm^m<Dm.^xmmLfzo mm^^. is^mv^^Am (ye 

AST maker™ Yeast Transformation System (Clonetechtt^)) ^GWn§tM 
7^^;^ ^ KSr Agwtl^Slclc^A Vfzo SD(ura-)^«b-C30'C, 2 B m^mir^ ^ tiz 

X ^GWTmm=f''^mimm.^'tfzAgvtmi:mzo 

[0 0 3 3] 

s.cerevisiae Iff^*. GSJTm^^^Sr^^tTt Agwtl*^. sb'SvMi Agwtl^JcG 
WrmfiJU^y^T.? F*#Atfs:;^=S:. 100 ml<DYPD^«fctCT24'Ct?^i: 
L. nmrnm^m (0D600=1--3) (Dm^xmrnLtZo buffer (so mM T 
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ris-HCl, pH7.5, 2 mM MgCl2) t?l5fe^L/it^. 2 taKDW buffer + protease inhi 
bitor (Complete™ (Rochettl^) 1 tablet / 25 ml)HTJl^L> 1.5 mK^JJT^ 

>^ if-x*iPx.7to c:tt^30#^:^?;v7^ Lr30#^^Jit3® < ^f^Srioiij 

f)m#:$:^#L/co m#«l!t#?i^^ff Lv^f-^^:/iC5^L> 41C 

T-iooog. 5'^r^^'t'^Lx:^^'7:^\f-xidxxf^^^<Dmi^^im^'^tzo 

^(Di-si.'-ZfKt^^ 4lC't?13,000g. ZO^mM'is'i-^^tizXi):^)^^:^^^^^ 
tf)g|®^(Total membrane fraction) *it^$-^. mm^tLfZo 
[0 0 3 4] 

(5) T v;Hb$ tLfcGPlo;^tB 

GPI^'^^KS {i^ N-acety 1-glucosaminy 1-phosphat idyl inos i tol (GlcNAc-PI 
)^*ilJiT-fe^;Hb$tL^ i *)Glucosaminyl-phosphatidyl inositol (GlcN-P 

I) =lr^ i tLtc T Jl^^-^H-iMir ^ C: t J: i} Glucosaminy 1-acylphosphat idy 
linositol (GlcN-CacyOPD-^tattf-r i:;&^^^*^rv*^ (H 1 ) o ^^"V^ Gwt 
li5^>^N'i^®^^v!iOTv;V*iK#^^&l-g3t>oTv^^;&^=JrmTO:^felcJ:oTil 

[0 0 3 5] 

^^L/iMli^(300;«g protein) *50 mM Tris-HCl, pH7.5, 2 mM MgCl2, 2 m 
M MnCl2, 1 mM ATP, 1 mM Coenzyme A, 21/zg/ml tunicamycin, lOyuM nikkomyc 
in Z. 0.5 mM DithiothreitoUC^LT^f^L^'Sr UO/zUZ^t>'^^ KB^^t 
Lfzo ^fi^2iVX-15'^^ULfz^k. 15//Ci<^)UDP-[14c]GlcNAc^f=-i-7lc^ 
iULtZo 24X:KXimm^M.L>fz^^ 1 ml(D^uu:^}l^A : (1:2) 
^intm#fS^:i:lcj; i)K)S*jliie>T. m^^^^X^fzo W^'^^fzm^^'zr 

9 J- t . ^^^y^^y-f- (HCiycHsOH/iM nh40H(io 

:10:3)) I' J: I}. T )Ht^ fifzGPI (GlcN-(acyl)PI) . T v;Hb$ tvTv^j&v^ 
GPI (GlcN-PI) . Tv;Hk*>flJiT-t^;Hb^)$*trv>:^rV^GPI (GlcNAc-PI) 

[0 0 3 61 

1112 tc^-f i 9 II, m^WXiiriy)\^^t^fLfzGPI<D:^yi^y hTbm 
th^fifz<D\,zML. mim^'f-^WimLfzW (Agwtl) T-iiTv;HbGPIO>^5K 
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[0 0 3 71 
[0 0 3 81 

[^§gc7)5^mi 

[0 0 3 91 

[iB^y^i 

SEQUENCE LISTING 

<110> Eisai Co. , Ltd. 

National Institute of Advanced Industrial Science and Technology 

<120> Method for a screening of an inhibitor of GWTl gene product 
<130> 

<160> 18 

<170> PatentIn Ver. 2. 0 
<210> 1 
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<211> 1497 
<212> DNA 

<213> Saccharonyces cerevisiae 

<220> 

<221> CDS 

<222> (1)..(1494) 

<400> 1 

atg gca aca gta cat cag aag aat atg teg act tta aaa cag aga aaa 48 
Met Ala Thr Val His Gin Lys Asn Met Ser Thr Leu Lys Gin Arg Lys 

1.5 10 15 

gag gac ttt gtg aca g^ etc aat ^c ggt tct ata aca gaa att aac 96 
GIu Asp Phe Val Thr Gly Leu Asn Gly Gly Ser He Thr Glu He Asn 

20 25 30 

gca gtg aca tea att get ttg gta act tac ata tea tgg aac tta ttg 144 
Ala Val Thr Ser He Ala Leu Val Thr Tyr He Ser Trp Asn Leu Leu 

35 40 45 

aaa aat tec aac ett atg ect ect gge att tec age gtg caa tac ata 192 
Lys Asn Ser Asn Leu Met Pro Pro Gly He Ser Ser Val Gin Tyr He 

50 55 60 

att gat ttt gca ttg aac t^ gtt get ttg ett eta tct att act att 240 
He Asp Phe Ala Leu Asn Trp Val Ala Leu Leu Leu Ser He Thr He 
65 70 75 80 

tat get agt gaa eca tac ett eta aac aeg eta ata ctg tta ect tgt 288 
Tyr Ala Ser Glu Pro Tyr Leu Leu Asn Thr Leu He Leu Leu Pro Cys 

85 90 95 

ttg etc gca ttc ata tat gga aaa ttt act age teg agt aaa ect tct 336 
Leu Leu Ala Phe He Tyr Gly Lys Phe Thr Ser Ser Ser Lys Pro Ser 
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100 105 110 

aat cca ata tac aat aaa aaa aaa atg att aca cag egg ttc caa eta 384 
Asn Pro He Tyr Asn Lys Lys Lys Met He Thr Gin Arg Phe Gin Leu 

115 120 125 

gaa aaa aag ecg tat att aet geg tat cgt ggt ggg atg ctt att etg 432 
Glu Lys Lys Pro Tyr He Thr Ala Tyr Arg Gly Gly Met Leu He Leu 

130 135 140 

act get att gee ate ttg get gta gat ttt eea att ttc cca agg agg 480 
Thr Ala He Ala He Leu Ala Val Asp Phe Pro He Phe Pro Arg Arg 
145 150 155 160 

ttt gee aag gtg gaa aet tgg ggg aea tee etg atg gat ett ^t gta 528 
Phe Ala Lys Val Glu Thr Trp Gly Thr Ser Leu Met Asp Leu Gly Val 

165 170 175 

gga tea ttc gtt ttc agt aae ggt att gtt tet tct agg gea etg ttg 576 
Gly Ser Phe Val Phe Ser Asn Gly He Val Ser Ser Arg Ala Leu Leu 

180 185 190 

aaa aae eta age ttg aag agt aaa cec age ttc tta aaa aat gea ttt 624 
Lys Asn Leu Ser Leu Lys Ser Lys Pro Ser Phe Leu Lys Asn Ala Phe 

195 200 205 

aat gee tta aaa tea gga gga act eta ttg ttc eta gga ttg etg agg 672 
Asn Ala Leu Lys Ser Gly Gly Thr Leu Leu Phe Leu Gly Leu Leu Arg 

210 215 220 

ttg ttt ttt gta aaa aat ttg gaa tat caa gaa eat gte aca gaa tat 720 
Leu Phe Phe Val Lys Asn Leu Glu Tyr Gin Glu His Val Thr Glu Tyr 
225 230 235 240 

ggg gtt cat tgg aat ttt ttt ate ace eta tea ttg ttg cca ett gta 768 
Gly Val His Trp Asn Phe Phe He Thr Leu Ser Leu Leu Pro Leu Val 

245 250 255 

ttg ace ttt att gat cec gte aca aga atg gtt cca egc tgc tea att 816 
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Leu Thr Phe He Asp Pro Val Thr Arg Met Val Pro Arg Cys Ser He 

260 265 270 

gca ata ttc att tea tgc att tat gaa tgg eta ctt tta aag gac gat 864 
Ala He Phe He Ser Cys He Tyr Glu Trp Leu Leu Leu Lys Asp Asp 

275 280 285 

cgc act tta aac ttt tta att ttg get gat aga aat tgt ttc ttc agt 912 
Arg Thr Leu Asn Phe Leu He Leu Ala Asp Arg Asn Cys Phe Phe Ser 

290 295 300 

get aat aga gaa ggc ate ttc tea ttt eta ggt tat tgc teg att ttt 960 
Ala Asn Arg Glu Gly He Phe Ser Phe Leu Gly Tyr Cys Ser He Phe 
305 310 315 320 

ctt tgg ggc caa aac acg gga ttt tac ttg ttg gga aat aaa cca act 1008 
Leu Trp Gly Gin Asn Thr Gly Phe Tyr Leu Leu Gly Asn Lys Pro Thr 

325 330 335 

tta aac aat ctt tat aag cet tet acg caa gac gta gtt gca gca tea 1056 
Leu Asn Asn Leu Tyr Lys Pro Ser Thr Gin Asp Val Val Ala Ala Ser 

340 345 350 

aag aag tet teg act t^ gac tat tgg act tea gta ace cca tta agt 1104 
Lys Lys Ser Ser Thr Trp Asp Tyr Trp Thr Ser Val Thr Pro Leu Ser 

355 360 365 

ggc etc tgt ata t^ agt aca att ttt ctt gtt ate age eag ttg gtt 1152 
Gly Leu Cys He Trp Ser Thr He Phe Uu Val He Ser Gin Leu Val 

370 375 380 

ttt caa tac cat cet tat agt gtt tea aga a^ ttt get aac tta cca 1200 
Phe Gin Tyr His Pro Tyr Ser Val Ser Arg Arg Phe Ala Asn Leu Pro 
385 390 395 400 

tat act ttg tgg gtc att act tat aat tta eta ttt ttg act ggg tac 1248 
Tyr Thr Leu Trp Val He Thr Tyr Asn Leu Leu Phe Leu Thr Gly Tyr 
405 410 415 
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tgc ttg act gac aaa att ttc ggt aat tct teg gaa tat tat aaa gtt 1296 
Cys Leu Thr Asp Lys He Phe Gly Asn Ser Ser Glu Tyr Tyr Lys Val 

420 425 430 

gcc gaa tgc ttg gaa tea ate aac tee aat ggg ttg ttt tta ttt ttg 1344 
Ala Glu Cys Leu Glu Ser He Asn Ser Asn Gly Leu Phe Leu Phe Leu 

435 440 445 

ttg gca aat gtc tct act ggt tta gtc aat atg tct atg gtc acg ata 1392 
Uu Ala Asn Val Ser Thr Gly Leu Val Asn Met Ser Met Val Thr He 

450 455 460 

gat tct tea ccc tta aaa tea ttc etg gtt ttg ttg gca tac tgc tea 1440 
Asp Ser Ser Pro Leu Lys Ser Phe Leu Val Leu Leu Ala Tyr Cys Ser 
465 470 475 480 

ttc ata get gtc ata teg gtt ttc ttg tat aga aaa aga ata ttc att 1488 
Phe He Ala Val He Ser Val Phe Leu Tyr Arg Lys Arg He Phe He 

485 490 495 

aag eta taa 1497 
Lys Leu 



<210> 2 
<211> 498 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 2 

Met Ala Thr Val His Gin Lys Asn Met Ser Thr Leu Lys Gin Arg Lys 

15 10 15 

Glu Asp Phe Val Thr Gly Leu Asn Gly Gly Ser He Thr Glu He Asn 
20 25 30 
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Ala Val Thr Ser He Ala Leu Val Thr Tyr He Ser Trp Asn Leu Leu 

35 40 45 

Lys Asn Ser Asn Leu Met Pro Pro Gly He Ser Ser Val Gin Tyr He 

50 55 60 

He Asp Phe Ala Leu Asn Trp Val Ala Leu Leu Leu Ser He Thr He 
65 70 75 80 

Tyr Ala Ser Glu Pro Tyr Leu Leu Asn Thr Leu He Leu Leu Pro Cys 

85 90 95 

Leu Leu Ala Phe He Tyr Gly Lys Phe Thr Ser Ser Ser Lys Pro Ser 

100 105 110 

Asn Pro He Tyr Asn Lys Lys Lys Met He Thr Gin Arg Phe Gin Leu 

115 120 125 

Glu Lys Lys Pro Tyr He Thr Ala Tyr Arg Gly Gly Met Leu He Leu 

130 135 140 

Thr Ala He Ala He Leu Ala Val Asp Phe Pro He Phe Pro Arg Arg 
145 150 155 160 

Phe Ala Lys Val Glu Thr Trp Gly Thr Ser Leu Met Asp Leu Gly Val 

165 170 175 

Gly Ser Phe Val Phe Ser Asn Gly He Val Ser Ser Arg Ala Leu Leu 

180 185 190 

Lys Asn Leu Ser Leu Lys Ser Lys Pro Ser Phe Leu Lys Asn Ala Phe 

195 200 205 

Asn Ala Leu Lys Ser Gly Gly Thr Leu Leu Phe Leu Gly Leu Leu Arg 

210 215 220 

Leu Phe Phe Val Lys Asn Leu Glu Tyr Gin Glu His Val Thr Glu Tyr 
225 230 235 240 

Gly Val His Trp Asn Phe Phe He Thr Leu Ser Leu Leu Pro Leu Val 

245 250 255 

Uu Thr Phe He Asp Pro Val Thr Arg Met Val Pro Arg Cys Ser He 
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260 



265 



270 



Ala He Phe He Ser Cys He Tyr Glu Trp Leu Leu Leu Lys Asp Asp 

275 280 285 

Arg Thr Leu Asn Phe Leu He Leu Ala Asp Arg Asn Cys Phe Phe Ser 

290 295 300 

Ala Asn Arg Glu Gly He Phe Ser Phe Leu Gly Tyr Cys Ser He Phe 
305 310 315 320 

Leu Trp Gly Gin Asn Thr Gly Phe Tyr Leu Uu Gly Asn Lys Pro Thr 

325 330 335 

Leu Asn Asn Leu Tyr Lys Pro Ser Thr Gin Asp Val Val Ala Ala Ser 

340 345 350 

Lys Lys Ser Ser Thr Trp Asp Tyr Trp Thr Ser Val Thr Pro Leu Ser 

355 360 365 

Gly Uu Cys He Trp Ser Thr He Phe Leu Val He Ser Gin Leu Val 

370 375 380 

Phe Gin Tyr His Pro Tyr Ser Val Ser Arg Arg Phe Ala Asn Leu Pro 
385 390 395 400 

Tyr Thr Leu Trp Val He Thr Tyr Asn Leu Leu Phe Leu Thr Gly Tyr 

405 410 415 

Cys Leu Thr Asp Lys He Phe Gly Asn Ser Ser Glu Tyr Tyr Lys Val 

420 425 430 

Ala Glu Cys Leu Glu Ser He Asn Ser Asn Gly Leu Phe Leu Phe Leu 

435 440 445 

Leu Ala Asn Val Ser Thr Gly Leu Val Asn Met Ser Met Val Thr He 

450 455 460 

Asp Ser Ser Pro Leu Lys Ser Phe Leu Val Leu Leu Ala Tyr Cys Ser 
465 470 475 480 

Phe He Ala Val He Ser Val Phe Leu Tyr Arg Lys Arg He Phe He 



485 



490 



495 
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Lys Leu 



<210> 3 
<211> 1458 
<212> DNA 

<213> Candida albicans 

<220> 

<221> CDS 

<222> (1).. (1455) 

<400> 3 

atg tea teg tct tta aaa eaa ttg aaa gaa eaa ttt gtc tea gat ttg 48 
Met Ser Ser Ser Leu Lys Gin Leu Lys Glu Gin Phe Val Ser Asp Leu 

15 10 15 

act ggt ggc aca att gaa gaa att tat get gta ace agt ata gea tta 96 
Thr Gly Gly Thr He Glu Glu He Tyr Ala Val Thr Ser He Ala Leu 

20 25 30 

tea tct tat ttg tec ttt aga ttg ttg aaa aag tct ctt ggt gat tta 144 
Ser Ser Tyr Leu Ser Phe Arg Leu Leu Lys Lys Ser Leu Gly Asp Leu 

35 40 45 

get ttg att tae gae tac att ctt aat gtg ttg aca att eta gea tec 192 
Ala Leu He Tyr Asp Tyr He Leu Asn Val Leu Thr He Leu Ala Ser 

50 55 60 

att act gtt tat age aac age cct tct tat ttg cat tat ttt att gtt 240 
He Thr Val Tyr Ser Asn Ser Pro Ser Tyr Leu His Tyr Phe He Val 
65 70 75 80 

att cea tea tta gtt ata tat eta gtg aat tac cat gtt gag aaa cea 288 
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He Pro Ser Leu Val He Tyr Leu Val Asn Tyr His Val Glu Lys Pro 

85 90 95 

tct tea ccc cat aga caa aat gat aca aaa gaa gat aaa teg gac gaa 336 
Ser Ser Pro His Arg Gin Asn Asp Thr Lys Glu Asp Lys Ser Asp Glu 

100 105 110 

eta ttg cog aga aaa caa ttt ata aca gcc tat cgt tct caa atg ttg 384 
Leu Leu Pro Arg Lys Gin Phe He Thr Ala Tyr Arg Ser Gin Met Leu 

115 120 125 

ata att act aat eta get ata tta get gtt gat ttt cct att ttc cca 432 
He He Thr Asn Leu Ala He Leu Ala Val Asp Phe Pro He Phe Pro 

130 135 140 

aga aga ttt gcc aaa gtg gaa aca tgg ggc acg tea atg atg gat tta 480 
Arg Arg Phe Ala Lys Val Glu Thr Trp Gly Thr Ser Met Met Asp Leu 
145 150 155 160 

gga gtt ggg teg ttt gtg ttc tec atg ggg ttg get aat tct cga caa 528 
Gly Val Gly Ser Phe Val Phe Ser Met Gly Leu Ala Asn Ser Arg Gin 

165 170 175 

ttg ate aag aac cac acc gac aac tac aaa ttt agt t^ aag agt tat 576 
Leu He Lys Asn His Thr Asp Asn Tyr Lys Phe Ser Trp Lys Ser Tyr 

180 185 190 

ttg aaa aca ate aag cag aac ttt ate aag tea gtg cct ata ctt gtt 624 
Leu Lys Thr He Lys Gin Asn Phe He Lys Ser Val Pro He Leu Val 

195 200 205 

tta gga get att cgt ttt gtt agt gtt aag caa ttg gac tat cag gaa 672 
Uu Gly Ala He Arg Phe Val Ser Val Lys Gin Uu Asp Tyr Gin Glu 

210 215 220 

cac gaa aca gag tat gga ate cat tgg aat ttt ttc ttc aca tta ggg 720 
His Glu Thr Glu Tyr Gly He His Trp Asn Phe Phe Phe Thr Leu Gly 
225 230 235 240 
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ttc ttg cca att gta ttg gga ata tta gac ccg gtg ttg aat ttg gtt 768 
Phe Leu Pro He Val Leu Gly He Leu Asp Pro Val Leu Asn Leu Val 

245 250 255 

cca cgc ttc ata ata gga att ggt ate tea att get tat gag gta geg 816 
Pro Arg Phe He He Gly He Gly He Ser He Ala Tyr Glu Val Ala 

260 265 - 270 

ttg aat aag act ggt ttg ttg aag ttc att ttg age age gaa aac aga 864 
Leu Asn Lys Tlir Gly Leu Leu Lys Phe He Leu Ser Ser Glu Asn Arg 

275 280 285 

ctt gaa tct etc ate ace atg aat aaa gaa ggt att ttt teg ttt att 912 
Leu Glu Ser Leu He Thr Met Asn Lys Glu Gly He Phe Ser Phe He 

290 295 300 

gga. tat ctt tgt att ttt ata att ggt cag tct ttt ^g tea ttt gtt 960 
Gly Tyr Leu Cys He Phe He He Gly Gin Ser Phe Gly Ser Phe Val 
305 310 315 320 

tta aca ggc tac aaa aea aag aac aac tta ata ace att age aaa att 1008 
Leu Thr Gly Tyr Lys Thr Lys Asn Asn Leu He Thr He Ser Lys He 

325 330 335 

cgt att tea aaa aaa caa cac azg aaa gag ctg ctg ctg ttt ttc tea 1056 
Arg He Ser Lys Lys Gin His Lys Lys Glu Leu Leu Leu Phe Phe Ser 

340 345 350 

gtc gee act act cag gga tta tat ttg gca tgt ate ttc tat cac tta 1104 
Val Ala Thr Thr Gin Gly Leu Tyr Leu Ala Cys He Phe Tyr His Leu 

355 360 365 

get ttc agt ttg ttc ate age aac tta tea ttc ttg caa cca att tea 1152 
Ala Phe Ser Leu Phe He Ser Asn Leu Ser Phe Leu Gin Pro He Ser 

370 375 380 

aga ega ttg gee aat ttc cec tac gtc atg tgg gtc gtt teg tac aat 1200 
Arg Arg Leu Ala Asn Phe Pro Tyr Val Met Trp Val Val Ser Tyr Asn 
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385 390 
get acg ttt tta tta tgt tat gac 
Ala TTir Phe Leu Leu Cys Tyr Asp 
405 

aac ctt act tct act gta ttg gac 
Asn Leu Thr Ser Thr Val Leu Asp 
420 

ate ttc ttg gtc age aat tta tta 
He Phe Leu Val Ser Asn Leu Leu 
435 440 
aac act ttg gaa act age aat aaa 
Asn Thr Leu Glu Thr Ser Asn Lys 

450 455 
tat agt ctt act tgg aca ttg etc 
Tyr Ser Leu Thr Trp Thr Leu Leu 
465 470 
ate tac ate aag ctt tag 
He Tyr He Lys Leu 
485 



395 

tta att gaa 
Leu He Glu 

410 
tct att aat 
Ser He Asn 
425 

aea ttt 
Thr Gly Phe 

atg gea gtg 
Met Ala Val 

gcc tta tat 
Ala Leu Tyr 

475 



aaa ttt 
Lys Phe 

aac aat 
Asn Asn 

att aac 
He Asn 
445 
att ate 
He He 
460 

ttg gat 
Leu Asp 



400 

ate ccg g^ 1248 
He Pro Gly 
415 

ggt tta ttt 1296 
Gly Leu Phe 
430 

atg tee ate 1344 
Met Ser He 

ttg att ggc 1392 
Leu He Gly 



aag agg aag 
Lys Arg Lys 
480 



1440 



1458 



<210> 4 
<211> 485 
<212> PRT 

<213> Candida albicans 
<400> 4 

Met Ser Ser Ser Leu Lys Gin Leu Lys Glu Gin Phe Val Ser Asp Leu 
15 10 15 
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Thr Gly Gly Thr He Glu Glu He Tyr Ala Val Thr Ser He Ala Leu 

20 25 30 

Ser Ser Tyr Leu Ser Phe Arg Leu Leu Lys Lys Ser Leu Gly Asp Leu 

35 40 45 

Ala Leu He Tyr Asp Tyr He Leu Asn Val Leu Thr He Leu Ala Ser 

50 55 60 

He Thr Val Tyr Ser Asn Ser Pro Ser Tyr Leu His Tyr Phe He Val 
65 70 75 80 

He Pro Ser Leu Val He Tyr Leu Val Asn Tyr His Val Glu Lys Pro 

85 90 95 

Ser Ser Pro His Arg Gin Asn Asp Thr Lys Glu Asp Lys Ser Asp Glu 

100 105 110 

Leu Leu Pro Arg Lys Gin Phe He Thr Ala Tyr Arg Ser Gin Met Leu 

115 120 125 

He He Thr Asn Leu Ala He Leu Ala Val Asp Phe Pro He Phe Pro 

130 135 140 

Arg Arg Phe Ala Lys Val Glu Thr Trp Gly Thr Ser Met Met Asp Leu 
145 150 155 160 

Gly Val Gly Ser Phe Val Phe Ser Met Gly Leu Ala Asn Ser Arg Gin 

165 170 175 

Leu He Lys Asn His Thr Asp Asn Tyr Lys Phe Ser Trp Lys Ser Tyr 

180 185 190 

Leu Lys Thr He Lys Gin Asn Phe He Lys Ser Val Pro He Leu Val 

195 200 205 

Leu Gly Ala He Arg Phe Val Ser Val Lys Gin Leu Asp Tyr Gin Glu 

210 215 220 

His Glu Thr Glu Tyr Gly He His Trp Asn Phe Phe Phe Thr Leu Gly 
225 230 235 240 

Phe Leu Pro He Val Leu Gly He Leu Asp Pro Val Leu Asn Leu Val 
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245 250 255 

Pro Arg Phe He He Gly He Gly He Ser He Ala Tyr Glu Val Ala 

260 265 270 

Leu Asn Lys Tlir Gly Leu Leu Lys Phe He Leu Ser Ser Glu Asn Arg 

275 280 285 

Leu Glu Ser Leu He Thr Met Asn Lys Glu Gly He Phe Ser Phe He 

290 295 300 

Gly Tyr Leu Cys He Phe He He Gly Gin Ser Phe Gly Ser Phe Val 
305 310 315 320 

Leu Thr Gly Tyr Lys Thr Lys Asn Asn Leu He Thr He Ser Lys He 

325 330 335 

Arg He Ser Lys Lys Gin His Lys Lys Glu Leu Leu Leu Phe Phe Ser 

340 345 350 

Val Ala Thr Thr Gin Gly Leu Tyr Leu Ala Cys He Phe Tyr His Leu 

355 360 365 

Ala Phe Ser Leu Phe He Ser Asn Leu Ser Phe Leu Gin Pro He Ser 

370 375 380 

Arg Arg Leu Ala Asn Phe Pro Tyr Val Met Trp Val Val Ser Tyr Asn 
385 390 395 400 

Ala Thr Phe Leu Leu Cys Tyr Asp Leu He Glu Lys Phe He Pro Gly 

405 410 415 

Asn Leu Thr Ser Thr Val Leu Asp Ser He Asn Asn Asn Gly Leu Phe 

420 425 430 

He Phe Leu Val Ser Asn Leu Leu Thr Gly Phe He Asn Met Ser He 

435 440 445 

Asn Thr Leu Glu Thr Ser Asn Lys Met Ala Val He He Leu He Gly 

450 455 460 

Tyr Ser Leu Thr Trp Thr Leu Leu Ala Leu Tyr Leu Asp Lys Arg Lys 
465 470 475 480 
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lie Tyr He Lys Leu 
485 



<210> 5 
<211> 1458 
<212> DNA 

<213> Candida albicans 

<220> 

<221> CDS 

<222> (1)..(1455) 

<400> 5 

atg tea teg tct tta aaa eaa ttg aaa gaa eaa ttt gte tea gat ttg 
Met Ser Ser Ser Leu Lys Gin Leu Lys Glu Gin Phe Val Ser Asp Leu 

15 10 15 

act ggt gge aca att gaa gaa att tat get gta acc agt ata gca tta 
Thr Gly Gly Thr He Glu Glu He Tyr Ala Val Thr Ser He Ala Leu 

20 25 30 

tea tet tat ttg tec ttt aga ttg ttg aaa aag tct ctt ggt gat tta 
Ser Ser Tyr Leu Ser Phe Arg Leu Leu Lys Lys Ser Leu Gly Asp Leu 

35 40 45 

get ttg att tac gae tac att ctt aat gtg ttg aea att eta gca tec 
Ala Leu He Tyr Asp Tyr He Leu Asn Val Leu Thr He Leu Ala Ser 

50 55 60 

att act gtt tat age aac age cct tet tat ttg eat tat ttt att gtt 
He Thr Val Tyr Ser Asn Ser Pro Ser Tyr Leu His Tyr Phe He Val 
65 70 75 80 



48 



96 



144 



192 



240 
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att cca tea tta gtt ata tat eta gtg aat tac cat gtt gag aaa cca 288 
He Pro Ser Leu Val He Tyr Leu Val Asn Tyr His Val Glu Lys Pro 

85 90 95 

tct tea ecc cat aga caa aat gat aca aaa gaa gat aaa teg gae gaa 336 
Ser Ser Pro His Arg Gin Asn Asp Thr Lys Glu Asp Lys Ser Asp Glu 

100 105 110 

eta ttg ceg aga aaa eaa ttt ata aca gee tat cgt tct caa atg ttg 384 
Leu Leu Pro Arg Lys Gin Phe He Thr Ala Tyr Ai-g Ser Gin Met Leu 

115 120 125 

ata att act aat eta get ata tta get gtt gat ttt ect att tte cca 432 
He He Thr Asn Leu Ala He Leu Ala Val Asp Phe Pro He Phe Pro 

130 135 140 

aga aga ttt gee aaa gtg gaa aca tgg ggc acg tea atg atg gat tta 480 
Arg Arg Phe Ala Lys Val Glu Thr Trp Gly Thr Ser Met Met Asp Leu 
145 150 155 160 

gga gtt ggg teg ttt gtg tte tec atg ggg ttg get aat tct ega eaa 528 
Gly Val Gly Ser Phe Val Phe Ser Met Gly Leu Ala Asn Ser Arg Gin 

165 170 175 

ttg ate aag aac cac ace gae aat tac aaa ttt agt tgg aag agt tat 576 
Leu He Lys Asn His Hir Asp Asn Tyr Lys Phe Ser Trp Lys Ser Tyr 

180 185 190. 

ttg aaa aca ate aag cag aac ttt ate aag tea gtg ect ata ctt gtt 624 
Leu Lys Thr He Lys Gin Asn Phe He Lys. Ser Val Pro He Leu Val 

195 200 205 

tta ^ get att cgt ttt gtt agt gtt aag caa ttg gae tat cag gaa 672 
Leu Gly Ala He Arg Phe Val Ser Val Lys Gin Leu Asp Tyr Gin Glu 

210 215 220 

cac gaa aca gag tat gga ate eat tgg aat ttt tte tte aca tta ggg 720 
His Glu Thr Glu Tyr Gly He His Trp Asn Phe Phe Phe Thr Leu Gly 

tiiaE# 2003-3107180 



0^ #M 2002-339418 



•^-P : 28/ 



225 230 235 240 

ttc ttg cca att gta ttg gga ata tta gac ccg gtg ttg aat ttg gtt 768 

Phe Leu Pro He Val Leu Gly He Leu Asp Pro Val Leu Asn Leu Val 

245 250 255 

cca cgc ttc ata ata gga att ggt ate tea att ^t tat gag gta gcg 816 
Pro Arg Phe He He Gly He Gly He Ser He Gly Tyr Glu Val Ala 

260 265 270 

ttg aat aag act ggt ttg ttg aag ttc att ttg age age gaa aae aga 864 
Leu Asn Lys Thr Gly Leu Leu Lys Phe He Leu Ser Ser Glu Asn Arg 

275 280 285 

ett gaa tet etc ate gee atg aat aaa gaa ggt att ttt teg ttt att 912 
Leu Glu Ser Leu He Ala Met Asn Lys Glu Gly He Phe Ser Phe He 

290 295 300 

gga tat ett tgt att ttt ata att ggt eag tet ttt ggg tea ttt gtt 960 
Gly Tyr Leu Cys He Phe He He Gly Gin Ser Phe Gly Ser Phe Val 
305 310 315 320 

tta aca ggc tac aaa aca aag aae aae tta ata ace att age aaa att 1008 
Leu Ihr Gly Tyr Lys Thr Lys Asn Asn Leu He Ihr He Ser Lys He 

325 330 335 

egt att tea aaa aaa eaa eac aag aaa gag ctg etg etg ttt ttc tea 1056 
Arg He Ser Lys Lys Gin His Lys Lys Glu Leu Leu Leu Phe Phe Ser 

340 345 350 

gtc gee act act eag gga. tta tat ttg gca tgt ate ttc tat eac tta 1104 
Val Ala Thr Thr Gin Gly Leu Tyr Leu Ala Cys He Phe Tyr His Leu 

355 360 365 

get ttc agt ttg ttc ate age aae tta tea ttc ttg eaa cca att tea 1152 
Ala Phe Ser Leu Phe He Ser Asn Leu Ser Phe Leu Gin Pro He Ser 

370 375 380 

aga ega ttg gee aat ttc ecc tac gtc atg tgg gtc gtt teg tac aat 1200 
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Arg Arg Leu Ala Asn Phe Pro Tyr Val Met Trp Val Val Ser Tyr Asn 
385 390 395 400 

get acg ttt tta tta tgt tat gac tta att gaa aaa ttt ate eeg ggg 1248 
Ala Thr Phe Leu Leu Cys Tyr Asp Leu He Glu Lys Phe He Pro Gly 

405 410 415 

aae ett aet tct aet gta ttg gae tet att aat aac aat ggt tta ttt 1296 
Asn Leu Thr Ser Thr Val Leu Asp Ser He Asn Asn Asn Gly Leu Phe 

420 425 430 

ate tte ttg gtc age aat tta tta aea g^ ttt att aac atg tee ate 1344 
He Phe Leu Val Ser Asn Leu Leu Thr Gly Phe He Asn Met Ser He 

435 440 445 

aae aet ttg gaa aet age aat aaa atg gca gtg att ate ttg att gge 1392 
Asn Thr Leu Glu Thr Ser Asn Lys Met Ala Val He He Leu He Gly 

450 455 460 

tat agt ctt aet tgg aea ttg etc gee tta tat ttg gat aag agg aag 1440 
Tyr Ser Leu Thr Trp Thr Leu Leu Ala Leu Tyr Leu Asp Lys Arg Lys 
465 470 475 480 

ate tac ate aag ett tag 1458 
He Tyr He Lys Leu 
485 



<210> 6 
<211> 485 
<212> PRT 

<213> Candida albicans 
<400> 6 

Met Ser Ser Ser Leu Lys Gin Leu Lys Glu Gin Phe Val Ser Asp Leu 

aifE# 2003-3107180 
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15 10 15 

Thr Gly Gly Thr He Glu Glu He Tyr Ala Val Thr Ser He Ala Leu 

20 25 30 

Ser Ser Tyr Leu Ser Phe Arg Leu Leu Lys Lys Ser Leu Gly Asp Leu 

35 40 45 

Ala Leu He Tyr Asp Tyr He Leu Asn Val Leu Thr He Leu Ala Ser 

50 55 60 

He Thr Val Tyr Ser Asn Ser Pro Ser Tyr Leu His Tyr Phe He Val 
65 70 75 80 

He Pro Ser Leu Val He Tyr Leu Val Asn Tyr His Val Glu Lys Pro 

85 90 95 

Ser Ser Pro His Arg Gin Asn Asp Thr Lys Glu Asp Lys Ser Asp Glu 

100 105 110 

Leu Leu Pro Arg Lys Gin Phe He Thr Ala Tyr Arg Ser Gin Met Leu 

115 120 125 

He He Thr Asn Leu Ala He Leu Ala Val Asp Phe Pro He Phe Pro 

130 135 - 140 

Arg Arg Phe Ala Lys Val Glu Thr Trp Gly Thr Ser Met Met Asp Leu 
145 150 155 160 

Gly Val Gly Ser Phe Val Phe Ser Met Gly Leu Ala Asn Ser Arg Gin 

165 170 175 

Leu He Lys Asn His Thr Asp Asn Tyr Lys Phe Ser Trp Lys Ser Tyr 

180 185 190 

Leu Lys Thr He Lys Gin Asn Phe He Lys Ser Val Pro He Leu Val 

195 200 205 

Leu Gly Ala He Arg Phe Val Ser Val Lys Gin Leu Asp Tyr Gin Glu 

210 215 220 

His Glu Thr Glu Tyr Gly He His Tip Asn Phe Phe Phe Thr Leu Gly 
225 230 235 240 



miE# 2003-3107180 



#M 2002-339418 
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Phe Leu Pro He Val Leu Gly He Leu Asp Pro Val Leu Asn Leu Val 

245 250 255 

Pro Arg Phe He He Gly He Gly He Ser He Gly Tyr Glu Val Ala 

260 265 270 

Leu Asn Lys Thr Gly Leu Leu Lys Phe He Leu Ser Ser Glu Asn Arg 

275 280 285 

Leu Glu Ser Leu He Ala Met Asn Lys Glu Gly He Phe Ser Phe He 

290 295 300 

Gly Tyr Leu Cys He Phe He He Gly Gin Ser Phe Gly Ser Phe Val 
305 310 315 320 

Leu Thr Gly Tyr Lys Thr Lys Asn Asn Leu He Thr He Ser Lys He 

325 330 335 

Arg He Ser Lys Lys Gin His Lys Lys Glu Leu Leu Leu Phe Phe Ser 

340 345 350 

Val Ala Thr Thr Gin Gly Leu Tyr Leu Ala Cys He Phe Tyr His Leu 

355 360 365 

Ala Phe Ser Leu Phe He Ser Asn Leu Ser Phe Leu Gin Pro He Ser 

370 375 380 

Arg Arg Leu Ala Asn Phe Pro Tyr Val Met Trp Val Val Ser Tyr Asn 
385 390 395 400 

Ala Thr Phe Leu Leu Cys Tyr Asp Leu He Glu Lys Phe He Pro Gly 

405 410 415 

Asn Leu Thr Ser Thr Val Leu Asp Ser He Asn Asn Asn Gly Leu Phe 

420 425 430 

He Phe Leu Val Ser Asn Leu Leu Thr Gly Phe He Asn Met Ser He 

435 440 445 

Asn Thr Leu Glu Thr Ser Asn Lys Met Ala Val He He Leu He Gly 

450 455 460 

Tyr Ser Leu Thr Trp Thr Leu Leu Ala Leu Tyr Leu Asp Lys Arg Lys 



ttliE#2 003-3107180 
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465 470 475 480 

He Tyr He Lys Leu 
485 

<210> 7 
<211> 1380 
<212> DNA 

<213> Schizosaccharomyces pombe 

<220> 

<221> (DS 

<222> (1)..(1380) 

<400> 7 

atg tea tac aaa ttg gaa aaa gaa gca ttt gtc tea aac etg acg ggt 48 
Met Ser Tyr Lys Leu Glu Lys Glu Ala Phe Val Ser Asn Leu Thr Gly 

15 10 15 

tea agt tec att gag aca tgt ggc ttg tta tta ata gga att get tge 96 
Ser Ser Ser He Glu Thr Cys Gly Leu Leu Leu He Gly He Ala Cys 

20 25 30 

aac gtt ttg tgg gta aac atg act gcg aga aac ate tta ccc aaa ggg 144 
Asn Val Leu Trp Val Asn Met Thr Ala Arg Asn He Leu Pro Lys Gly 

35 40 45 

aat ctt ggg ttt ctt gtt gag ttt ttc ate ttt tge tta att eea tta 192 
Asn Leu Gly Phe Leu Val Glu Phe Phe He Phe Cys Leu He Pro Leu 

50 55 60 

ttt gtc att tac gtt tea teg aaa gtt ggc gtt ttc act ctt tge ata 240 
Phe Val He Tyr Val Ser Ser Lys Val Gly Val Phe Thr Uu Cys He 
65 70 75 80 
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gcc tct ttt ttg cct tec ttc gtc ctt cat gtt ata agt cca att aat 288 
Ala Ser Phe Leu Pro Ser Phe Val Leu His Val He Ser Pro He Asn 

85 90 95 

tgg gat gtg ctg aga aga aaa cct ggt tgt tgt ctt act aaa aaa aat 336 
Trp Asp Val Leu Arg Arg Lys Pro Gly Cys Cys Leu Thr Lys Lys Asn 

100 105 110 

gaa aat act ttt gat cga cga att get gga gtc aca ttt tat cgt tct 384 
Glu Asn Thr Phe Asp Arg Arg He Ala Gly Val Thr Phe Tyr Arg Ser 

115 120 125 

caa atg atg ttg gtt act gtc act tgc ate ctg gcc gtt gae ttt acc 432 
Gin Met Met Leu Val Thr Val Thr Cys He Leu Ala Val Asp Phe Thr 

130 135 140 

ctt ttc ccg agg aga tat gcc aaa gtt gaa acc tgg gga aca tea ctg 480 
Leu Phe Pro Arg Arg Tyr Ala Lys Val Glu Thr Trp Gly Thr Ser Leu 
145 150 155 160 

atg gat ctt ggt gtt gga tct ttc atg ttt tct tea ggt act gtg get 528 
Met Asp Leu Gly Val Gly Ser Phe Met Phe Ser Ser Gly Thr Val Ala 

165 170 175 

gga egg aaa aat gac att aaa aaa cca aat gcg ttt aaa aat gta ttg 576 
Gly Arg Lys Asn Asp He Lys Lys Pro Asn Ala Phe Lys Asn Val Leu 

180 185 190 

tgg aat tct ttc ate ctt ttg att tta gga ttt gcg cge atg ttt tta 624 
Trp Asn Ser Phe He Leu Leu He Leu Gly Phe Ala Arg Met Phe Leu 

195 200 205 

acg aaa age ate aat tac caa gaa eat gta age gaa tat gge atg eat 672 
Thr Lys Ser He Asn Tyr Gin Glu His Val Ser Glu Tyr Gly Met His 

210 215 220 

tgg aac ttt ttt tte acc eta ggt ttc atg get ctt gge gta ttt ttt 720 
Trp Asn Phe Phe Phe Ihr Uu Gly Phe Met Ala Leu Gly Val Phe Phe 

aiiiE# 2003-3107180 
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225 230 235 240 

ttt cgt cgt tct tta aaa aaa gtc tec tat ttt aat tta gca acc ttc 768 

Phe Arg Arg Ser Leu Lys Lys Val Ser Tyr Phe Asn Leu Ala Thr Phe 

245 250 255 

att act ctt ctt cat cat tgt ttg ctt gtt tta acc cct ttc caa aaa 816 
He Thr Leu Leu His His Cys Leu Leu Val Leu Hir Pro Phe Gin Lys 

260 265 270 

tgg gca eta tec gcc ccc aga aca aat att ttg get cag aat aga gag 864 
Trp Ala Leu Ser Ala Pro Arg Thr Asn He Leu Ala Gin Asn Arg Glu 

275 280 285 

ggt att get tet ctt ccc gga tac att get att tac ttt tat gga atg 912 
Gly He Ala Ser Leu Pro Gly Tyr He Ala He Tyr Phe Tyr Gly Met 

290 295 300 

tat acc ggt agt gta gtt ttg get gat ega cct eta atg tat act aga 960 
Tyr Thr Gly Ser Val Val Leu Ala Asp Arg Pro Leu Met Tyr Thr Arg 
305 310 315 320 

get gag teg tgg aag cge ttt caa cgt eta tta ttc ccg eta tgc att 1008 
Ala Glu Ser Trp Lys Arg Phe Gin Arg Leu Leu Phe Pro Leu Cys He 

325 330 335 

ttg tta gtg ttg tat ctt gtg tet aac ttt ttg tea gtt ggt gtt tet 1056 
Leu Leu Val Leu Tyr Leu Val Ser Asn Phe Leu Ser Val Gly Val Ser 

340 345 350 

cge ega ctt get aat aeg cct tat gtt gcg aat gtt gee ttt ate aat 1104 
Arg Arg Leu Ala Asn Thr Pro TVr Val Ala Asn Val Ala Phe He Asn 

355 360 365 

atg ttt ttt ctt act ata tac ata ctt att gat gcc tat tta ttc cca 1152 
Met Phe Phe Leu Thr He Tyr He Leu He Asp Ala Tyr Leu Phe Pro 

370 375 380 

tct tct gtg cca tat gga. agt cge gtc ccc aaa ctg ctt gaa gat gcc 1200 

WiE#2 003-3107180 
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Ser Ser Val Pro Tyr Gly Ser Arg Val Pro Lys Leu Leu Glu Asp Ala 

385 390 395 400 

aat aat aat ggc ttg ttg gtg ttt ttg att get aac gtt tta aca gga 1248 

Asn Asn Asn Gly Leu Leu Val Phe Leu He Ala Asn Val Leu Thr Gly 

405 410 415 

gta gtt aat tta teg tte gac aec ett eat tet age aat gea aaa gge 1296 
Val Val Asn Leu Ser Phe Asp Thr Leu His Ser Ser Asn Ala Lys Gly 

420 425 430 

ttg aea ate atg aet atg tat ett ttt att att tge tat atg gea eat 1344 
Leu Thr He Met Thr Met Tyr Leu Phe He He Cys Tyr Met Ala His 

435 440 445 

tgg ett get caa cac gga att cgt ttt cge ett tag 1380 
Trp Leu Ala Gin His Gly He Arg Phe Arg Leu 
450 455 460 



<210> 8 
<211> 459 
<212> PRT 

<213> Sehizosaecharomyees pombe 
<400> 8 

Met Ser Tyr Lys Leu Glu Lys Glu Ala Phe Val Ser Asn Leu Thr Gly 

15 10 15 

Ser Ser Ser He Glu Thr Cys Gly Leu Leu Leu He Gly He Ala Cys 

20 25 30 

Asn Val Leu Trp Val Asn Met Thr Ala Arg Asn He Leu Pro Lys Gly 

35 40 45 

Asn Leu Gly Phe Leu Val Glu Phe Phe He Phe Cys Leu He Pro Leu 

ttiiE#2 003-3107180 
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50 55 60 

Phe Val He Tyr Val Ser Ser Lys Val Gly Val Phe Thr Leu Cys He 
65 70 75 80 

Ala Ser Phe Leu Pro Ser Phe Val Leu His Val He Ser Pro He Asn 

85 90 95 

Trp Asp Val Leu Arg Arg Lys Pro Gly Cys Cys Leu Thr Lys Lys Asn 

100 105 110 

Glu Asn Thr Phe Asp Arg Arg He Ala Gly Val Thr Phe Tyr Arg Ser 

115 120 125 

Gin Met Met Uu Val Thr Val Thr Cys He Leu Ala Val Asp Phe Thr 

130 135 140 

Leu Phe Pro Arg Arg Tyr Ala Lys Val Glu Thr Trp Gly Thr Ser Leu 
145 150 155 160 

Met Asp Leu Gly Val Gly Ser Phe Met Phe Ser Ser Gly Thr Val Ala 

165 170 175 

Gly Arg Lys Asn Asp He Lys Lys Pro Asn Ala Phe Lys Asn Val Leu 

180 185 190 

Trp Asn Ser Phe He Leu Leu He Leu Gly Phe Ala Arg Met Phe Leu 

195 200 205 

Thr Lys Ser He Asn Tyr Gin Glu His Val Ser Glu Tyr Gly Met His 

210 215 220 

Trp Asn Phe Phe Phe Thr Leu Gly Phe Met Ala Uu Gly Val Phe Phe 
225 230 235 240 

Phe Arg Arg Ser Uu Lys Lys Val Ser Tyr Phe Asn Uu Ala Thr Phe 

245 250 255 

He Thr Uu Uu His His Cys Uu Uu Val Uu Thr Pro Phe Gin Lys 

260 265 270 

Trp Ala Uu Ser Ala Pro Arg Thr Asn He Uu Ala Gin Asn Arg Glu 
275 280 285 
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Gly He Ala Ser Leu Pro Gly Tyr He Ala He Tyr Phe Tyr Gly Met 

290 295 300 

Tyr Thr Gly Ser Val Val Leu Ala Asp Arg Pro Leu Met Tyr Thr Arg 
305 310 315 320 

Ala Glu Ser Trp Lys Arg Phe Gin Arg Leu Leu Phe Pro Leu Cys He 

325 330 335 

Leu Leu Val Leu Tyr Leu Val Ser Asn Phe Leu Ser Val Gly Val Ser 

340 345 350 

Arg Arg Leu Ala Asn Thr Pro Tyr Val Ala Asn Val Ala Phe He Asn 

355 360 365 

Met Phe Phe Leu Thr He Tyr He Leu He Asp Ala Tyr Leu Phe Pro 

370 375 380 

Ser Ser Val Pro Tyr Gly Ser Arg Val Pro Lys Leu Leu Glu Asp Ala 
385 390 395 400 

Asn Asn Asn Gly Leu Leu Val Phe Leu He Ala Asn Val Leu Hir Gly 

405 410 415 

Val Val Asn Leu Ser Phe Asp Thr Leu His Ser Ser Asn Ala Lys Gly 

420 425 430 

Leu Thr He Met Thr Met Tyr Leu Phe He He Cys Tyr Met Ala His 

435 440 445 

Trp Leu Ala Gin His Gly He Arg Phe Arg Leu 
450 455 

<210> 9 
<211> 1576 
<212> DNA 

<213> Aspergillus fumigatus 

aiiE#2 003-3107180 



^ 2002-339418 ^ ^-i^ : 38/ 

<220> 

<221> CDS 

<222> (31).. (1536) 

<400> 9 

aaggtgcaaa tcccgcggca ttgagtcaag atg gat cca gat tat aaa get cgc 54 

Met Asp Pro Asp Tyr Lys Ala Arg 
1 5 

aaa gag gcc ttt gtc tea ggt ett gea gga gga age ate ctg gaa ate 102 
Lys Glu Ala Phe Val Ser Gly Leu Ala Gly Gly Ser He Leu Glu He 

10 15 20 

aac gcc gtc acc ttg gtt get teg gta tec gtt ttt ctg tgg tea att 150 
Asn Ala Val Thr Leu Val Ala Ser Val Ser Val Phe Leu Trp Ser He 
25 30 35 40 

eta eaa tct ege eta tee ttt tte aea eee tae age gee get gee ett 198 
Leu Gin Ser Arg Leu Ser Phe Phe Thr Pro Tyr Ser Ala Ala Ala Leu 

45 50 55 

etc gtt gat tte etg etc aat gta eta get ate ttg tte gea aee act 246 
Leu Val Asp Phe Leu Leu Asn Val Leu Ala He Leu Phe Ala Thr Thr 

60 65 70 

tta tae tct teg gcg cct ett ett etc aat etc ett eta ata tct eee 294 
Leu Tyr Ser Ser Ala Pro Leu Leu Leu Asn Leu Leu Leu He Ser Pro 

75 80 85 

get etg ctg ata etc etc tct aeg aaa egt cct c^ ace eee gtc aaa 342 
Ala Leu Leu He Leu Leu Ser Thr Lys Arg Pro Arg Thr Pro Val Lys 

90 95 100 

gcg aaa cct cct ege eag tec get aga get ggg aaa gat gae teg aaa 390 
Ala Lys Pro Pro Arg Gin Ser Ala Arg Ala Gly Lys Asp Asp Ser Lys 
105 110 115 120 
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cat gcg aca gcc ttg cca gag tct eta ccc att cat cca ttt etc acg 438 
His Ala Thr Ala Leu Pro Glu Ser Leu Pro He His Pro Phe Leu Thr 

125 130 135 

aca tat cgc gcc gcc atg atg gtt ate acg tgc ate get ate ttg get 486 
Thr Tyr Arg Ala Ala Met Met Val He Thr Cys He Ala He Leu Ala 

140 145 150 

gtg gat ttt cgc att ttt cct cgc ega ttc gcc aag gta gaa aac t^ 534 
Val Asp Phe Arg He Phe Pro Arg Arg Phe Ala Lys Val Glu Asn Trp 

155 160 165 

ggt aca tea etc atg gat ctg ggc gtt gga teg ttt gtc ttt teg ggc 582 
Gly Thr Ser Leu Met Asp Leu Gly Val Gly Ser Phe Val Phe Ser Gly 

170 175 180 

gga gta gta tec get cgc tea eta etc aag age agg ace aat ^c tct 630 
Gly Val Val Ser Ala Arg Ser Leu Leu Lys Ser Arg Thr Asn Gly Ser 
185 190 195 200 

aaa agg ttg cct ett gcc aag agg ttg att gcg teg acg ega cac tct 678 
Lys Arg Leu Pro Leu Ala Lys Arg Leu He Ala Ser Thr Arg His Ser 

205 210 215 

att cct ctg etc gtc etc ggc ctg att egg eta tac age gtc aaa ggc 726 
He Pro Leu Leu Val Leu Gly Leu He Arg Leu Tyr Ser Val Lys Gly 

220 225 230 

ttg gac tat gcg gag cac gtc ace gag tac ^c gta cat tgg aac ttc 774 
Uu Asp Tyr Ala Glu His Val Thr Glu Tyr Gly Val His Trp Asn Phe 

235 240 245 

ttc ttt aca ttg ggt ett ttg cct ccg ttc gtg gag gtc ttc gac gcc 822 
Phe Phe Thr Leu Gly Leu Leu Pro Pro Phe Val Glu Val Phe Asp Ala 

250 255 260 

ttg get acg ate att ccg tea tac gag gtt etc tec gtg ggg ate gcc 870 
Leu Ala Thr He He Pro Ser Tyr Glu Val Uu Ser Val Gly He Ala 
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265 270 275 . 280 

gtc ttg tat caa gtt gcc eta gag tea aca gac ttg asia age tac ate 918 

Val Leu Tyr Gin Val Ala Leu Glu Ser Thr Asp Leu Lys Ser Tyr He 

285 290 295 

etc gtc tec cet cgt ggg eea age tta ctg tec aag aat egt gaa gge 966 
Leu Val Ser Pro Arg Gly Pro Ser Leu Leu Ser Lys Asn Arg Glu Gly 

300 305 310 

gtc ttc tec ttc tea ggt tat etc gcg att ttt ctt get ggt cgt geg 1014 
Val Phe Ser Phe Ser Gly Tyr Leu Ala He Phe Leu Ala Gly Arg Ala 

315 320 325 

ate gge att egg ata ate eet cgc ^a act tet tte tea aga age eea 1062 
He Gly He Arg He He Pro Arg Gly Thr Ser Phe Ser Arg Ser Pro 

330 335 340 

gaa eag gee agg aga egg gte ctg ate age ctt ^c gtg caa geg tta 1110 
Glu Gin Ala Arg Arg Arg Val Leu He Ser Leu Gly Val Gin Ala Leu 
345 350 355 360 

gtg tgg ace act ett ttt gtg ttg aac tec act tat geg atg gga. tac 1158 
Val Trp Thr Thr Leu Phe Val Leu Asn Ser Thr Tyr Ala Met Gly Tyr 

365 370 375 

gga get aat ate eet gtc tec cgc cgc etc get aac atg cec tat gtc 1206 
Gly Ala Asn He Pro Val Ser Arg Arg Leu Ala Asn Met Pro Tyr Val 

380 385 390 

ctt tgg gtt teg geg tte aae ace geg caa ctg ttt gtg tte tge etg 1254 
Leu Trp Val Ser Ala Phe Asn Thr Ala Gin Leu Phe Val Phe Cys Leu 

395 400 405 

ate gaa aea etc tge ttt cet gea gtt eat egg aca aeg act caa gag 1302 
He Glu Thr Leu Cys Phe Pro Ala Val His Arg Thr Thr Thr Gin Glu 

410 415 420 

age gaa tet gag ega gtc gat ttt get acg age ega ate atg teg gee 1350 

tilaE#2 003-3107180 
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Ser Glu Ser Glu Arg Val Asp Phe Ala Thr Ser Arg He Met Ser Ala 
425 430 435 440 

ttc aat aag aac agt etc gcg ate ttt ctt ttg gee aat ett etg act 1398 
Phe Asn Lys Asn Ser Leu Ala He Phe Leu Leu Ala Asn Leu Leu Thr 

445 450 455 

gga get gtg aat etg age ate tee aca att gat get aat aea gcg eag 1446 
Gly Ala Val Asn Leu Ser He Ser Thr He Asp Ala Asn Thr Ala Gin 

460 465 470 

gee ate get gtt etc att gga tat tea tec att ate aea ggg gtt get 1494 
Ala He Ala Val Leu He Gly Tyr Ser Ser He He Thr Gly Val Ala 

475 480 485 

eta gca ttg cat cat gcc aat ate aaa gta ctt cct ttc tag 1536 
. Leu Ala Leu His His Ala Asn He Lys Val Leu Pro Phe 
490 495 500 

ggtatttacg agcaattggt ggtgtgttga agatatatag 1576 



<210> 10 
<211> 501 
<212> PRT 

<213> Aspergillus fumigatus 
<400> 10 

Met Asp Pro Asp Tyr Lys Ala Arg Lys Glu Ala Phe Val Ser Gly Leu 

15 10 15 

Ala Gly Gly Ser He Leu Glu He Asn Ala Val Thr Leu Val Ala Ser 

20 25 30 

Val Ser Val Phe Leu Trp Ser He Leu Gin Ser Arg Leu Ser Phe Phe 
35 40 45 
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Hir Pro Tyr Ser Ala Ala Ala Leu Leu Val Asp Phe Leu Leu Asn Val 

50 55 60 

Leu Ala He Leu Phe Ala Thr Thr Leu Tyr Ser Ser Ala Pro Leu Leu 
65 70 75 80 

Leu Asn Leu Leu Leu He Ser Pro Ala Leu Leu He Leu Leu Ser Thr 

85 90 95 

Lys Arg Pro Arg Thr Pro Val Lys Ala Lys Pro Pro Arg Gin Ser Ala 

100 105 110 

Arg Ala Gly Lys Asp Asp Ser Lys His Ala Thr Ala Leu Pro Glu Ser 

115 120 125 

Leu Pro He His Pro Phe Leu Thr Thr Tyr Arg Ala Ala Met Met Val 

130 135 140 

He Thr Cys He Ala He Leu Ala Val Asp Phe Arg He Phe Pro Arg 
145 150 155 160 

Arg Phe Ala Lys Val Glu Asn Trp Gly Thr Ser Leu Met Asp Leu Gly 

165 170 175 

Val Gly Ser Phe Val Phe Ser Gly Gly Val Val Ser Ala Arg Ser Leu 

180 185 190 

Leu Lys Ser Arg Thr Asn Gly Ser Lys Arg Leu Pro Leu Ala Lys Arg 

195 200 205 

Leu He Ala Ser Thr Arg His Ser He Pro Leu Leu Val Leu Gly Leu 

210 215 220 

He Arg Leu Tyr Ser Val Lys Gly Leu Asp Tyr Ala Glu His Val Thr 
225 230 235 240 

Glu Tyr Gly Val His Trp Asn Phe Phe Phe Thr Leu Gly Leu Leu Pro 

245 250 255 

Pro Phe Val Glu Val Phe Asp Ala Leu Ala Thr He He Pro Ser Tyr 

260 265 270 

Glu Val Leu Ser Val Gly He Ala Val Leu Tyr Gin Val Ala Leu Glu 
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275 280 285 

Ser Thr Asp Leu Lys Ser Tyr He Leu Val Ser Pro Arg Gly Pro Ser 

290 295 300 

Leu Leu Ser Lys Asn Arg Glu Gly Val Phe Ser Phe Ser Gly Tyr Uu 
305 310 315 320 

Ala He Phe Leu Ala Gly Arg Ala He Gly He Arg He He Pro Arg 

325 330 335 

Gly Thr Ser Phe Ser Arg Ser Pro Glu Gin Ala Arg Arg Arg Val Leu 

340 345 350 

He Ser Leu Gly Val Gin Ala Leu Val Trp Thr Thr Leu Phe Val Leu 

355 360 365 

Asn Ser Thr Tyr Ala Met Gly Tyr Gly Ala Asn He Pro Val Ser Arg 

370 375 380 

Arg Leu Ala Asn Met Pro Tyr Val Leu Trp Val Ser Ala Phe Asn Thr 
385 390 395 400 

Ala Gin Uu Phe Val Phe Cys Leu He Glu Thr Leu Cys Phe Pro Ala 

405 410 415 

Val His Arg Thr Thr Thr Gin Glu Ser Glu Ser Glu Arg Val Asp Phe 

420 425 430 

Ala Thr Ser Arg He Met Ser Ala Phe Asn Lys Asn Ser Leu Ala He 

435 440 445 

Phe Leu Leu Ala Asn Leu Leu Thr Gly Ala Val Asn Leu Ser He Ser 

450 455 460 

Thr He Asp Ala Asn Thr Ala Gin Ala He Ala Val Leu He Gly Tyr 
465 470 475 480 

Ser Ser He He Thr Gly Val Ala Leu Ala Leu His His Ala Asn He 

485 490 495 

Lys Val Leu Pro Phe 
500 
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<210> 11 
<211> 1648 
<212> DNA 

<213> Aspergillus fumigatus 

<220> 

<221> intron 
<222> (122).. (198) 

<220> 

<221> CDS 

<222> (26).. (121) 

<220> 
<221> CDS 

<222> (199).. (1608) 
<400> 11 

gcaaatcccg c^cattgag tcaag atg gat cca gat tat aaa get cgc aaa 52 

Met Asp Pro Asp Tyr Lys Ala Arg Lys 
1 5 

gag gcc ttt gtc tea ggt ett gca ^a gga age ate ctg gaa ate aae 100 
Glu Ala Phe Val Ser Gly Leu Ala Gly Gly Ser He Leu Glu He Asn 
10 15 20 25 

gee gte ace ttg gtt get teg gttegtgtta etatettatt gtggetactt 151 

£HaE# 2003-3107180 
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Ala Val Thr Uu Val Ala Ser 
30 

cgcctacatt gtttctcgac taaccgagtc tctttgcgat caatcag gta tec gtt 207 

Val Ser Val 
35 

ttt ctg tgg tea att eta caa tet cgc eta tec ttt tte aea eee tae 255 
Phe Leu Trp Ser He Uu Gin Ser Arg Leu Ser Phe Phe Thr Pro Tyr 
40 45 50 

age gee get gee ett ete gtt gat tte etg ete aat gta eta get ate 303 
Ser Ala Ala Ala Leu Leu Val Asp Phe Leu Leu Asn Val Leu Ala He 
. 55 60 65 

ttg tte gea aee aet tta tae tet teg geg eet ett ett ete aat ete 351 
Leu Phe Ala Thr Thr Leu Tyr Ser Ser Ala Pro Leu Leu Leu Asn Leu 
70 75 80 

ett eta ata tet eee get etg etg ata ete ete tet aeg aaa egt eet 399 
Leu Leu He Ser Pro Ala Leu Leu He Leu Leu Ser Thr Lys Arg Pro 
85 90 95 

egg ace eee gtc aaa geg aaa eet eet cgc cag tec get aga get ggg 447 
Arg Thr Pro Val Lys Ala Lys Pro Pro Arg Gin Ser Ala Arg Ala Gly 
100 105 110 115 

aaa gat gac teg aaa cat geg aea gee ttg eea gag tet eta eee att 495 
Lys Asp Asp Ser Lys His Ala Thr Ala Leu Pro Glu Ser Leu Pro He 

ffiSE# 2003-3107180 
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120 125 130 

cat cca ttt etc acg aca tat cgc gcc gcc atg atg gtt ate acg tgc 543 
His Pro Phe Leu Thr Hir Tyr Arg Ala Ala Met Met Val He Thr Cys 
135 140 145 

ate get ate ttg get gtg gat ttt cgc att ttt eet cgc cga tte gee 591 
He Ala He Leu Ala Val Asp Phe Arg He Phe Pro Arg Arg Phe Ala 
150 155 160 

aag gta gaa aac tgg ggt aca tea etc atg gat etg gge gtt gga teg 639 
Lys Val Glu Asn Trp Gly Thr Ser Leu Met Asp Leu Gly Val Gly Ser 
165 170 175 

ttt gtc ttt teg gge gga gta gta tee get cgc tea eta etc aag age 687 
Phe Val Phe Ser Gly Gly Val Val Ser Ala Arg Ser Leu Leu Lys Ser 
180 185 190 195 

agg ace aat gge tet aaa agg ttg eet ett gee aag agg ttg att gcg 735 
Arg Thr Asn Gly Ser Lys. Arg Leu Pro Leu Ala Lys Arg Leu He Ala 
200 205 210 

teg acg ega cac tet att eet etg etc gtc etc gge etg att egg eta 783 
Ser Thr Arg His Ser He Pro Leu Leu Val Leu Gly Leu He Arg Leu 
215 220 225 

tac age gtc aaa gge ttg gae tat gcg gag eae gtc ace gag tae gge 831 
Tyr Ser Val Lys Gly Leu Asp Tyr Ala Glu His Val Thr Glu Tyr Gly 
230 235 240 

mwm 2003-3107180 
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gta cat tgg aac ttc ttc ttt aca ttg ggt ctt ttg cct ccg ttc gtg 879 
Val His Trp Asn Phe Phe Phe Thr Leu Gly Leu Leu Pro Pro Phe Val 
245 250 255 

gag gtc ttc gac gcc ttg get acg ate att ccg tea tac gag gtt etc 927 
Glu Val Phe Asp Ala Leu Ala Thr He He Pro Ser Tyr Glu Val Leu 
260 265 270 275 

tee gtg ggg ate gcc gtc ttg tat caa gtt gee eta gag tea aca gac 975 
Ser Val Gly He Ala Val Leu Tyr Gin Val Ala Leu Glu Ser Thr Asp 
280 285 290 

ttg aaa age tac ate etc gtc tee cct egt ggg cea age tta etg tee 1023 
Leu Lys Ser Tyr He Leu Val Ser Pro Arg Gly Pro Ser Leu Leu Ser 
295 300 305 

aag aat egt gaa ggc gtc ttc tec ttc tea ggt tat etc geg att ttt 1071 
Lys Asn Arg Glu Gly Val Phe Ser Phe Ser Gly Tyr Leu Ala He Phe 
310 315 320 

ctt get ggt egt geg ate ggc att egg ata ate cct cgc gga act tct 1119 
Leu Ala Gly Arg Ala He Gly He Arg He He Pro Arg Gly Thr Ser 
325 330 335 

ttc tea aga age cea gaa cag gcc agg aga egg gtc etg ate age ctt 1167 
Phe Ser Arg Ser Pro Glu Gin Ala Arg Arg Arg Val Leu He Ser Leu 
340 345 350 355 

miE#2 003-3107180 
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ggc gtg caa gcg tta gtg acc act ctt ttt gtg ttg aac tec act 
Gly Val Gin Ala Leu Val Trp Thr Thr Leu Phe Val Leu Asn Ser Thr 
360 365 370 



^--y: 48/ 



1215 



tat gcg atg ^a tac gga get aat ate cct gtc tec egc cgc etc get 1263 
Tyr Ala Met Gly Tyr Gly Ala Asn He Pro Val Ser Arg Arg Leu Ala 
375 380 385 



aac atg ccc tat gtc ctt tgg gtt teg gcg ttc aac acc gcg caa ctg 1311 
Asn Met Pro Tyr Val Leu Trp Val Ser Ala Phe Asn Thr Ala Gin Leu 
390 395 400 



. ttt gtg ttc tge ctg ate gaa aca etc tge ttt cct gca gtt cat egg 1359 
Phe Val Phe Cys Leu He Glu Thr Leu Cys Phe Pro Ala Val His Arg 
405 410 415 



aca aeg act caa gag age gaa tet gag ega gtc gat ttt get acg age 1407 
Thr Thr Thr Gin Glu Ser Glu Ser Glu Arg Val Asp Phe Ala Thr Ser 
420 425 430 435 



ega ate atg teg gee ttc aat aag aac agt etc gcg ate ttt ctt ttg 1455 
Arg He Met Ser Ala Phe Asn Lys Asn Ser Leu Ala He Phe Leu Leu 
440 445 450 



gee aat ctt ctg act gga get gtg aat ctg age ate tec aca att gat 1503 
Ala Asn Leu Leu Thr Gly Ala Val Asn Leu Ser He Ser Thr He Asp 
455 460 465 



get aat aca gcg eag gee ate get gtt etc att gga. tat tea tee att 1551 
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Ala Asn Thr Ala Gin Ala He Ala Val Leu He Gly Tyr Ser Ser He 
470 475 480 

ate aca ggg gtt get eta gea ttg eat eat gee aat ate aaa gta ett 1599 
He Thr Gly Val Ala Leu Ala Leu His His Ala Asn He Lys Val Leu 
485 490 495 

eet tte tag ggtatttaeg ageaatt^t ggtgtgttga agatatatag 1648 

Pro Phe 

500 



<210> 12 
<211> 2045 
<212> DNA 

<213> Cryptoeoeeus neoformans 
<220> 

<221> intron 
<222> (137).. (198) 

<220> 

<221> intron 
<222> (892).. (942) 

<220> 

<221> intron 

<222> (1636) . . (1686) 

UiiE#2 003-3107180 
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<220> 

<221> CDS 

<222> (44).. (2001) 



<400> 12 

gtcatagcat taaatccccg ccataataag ctactgaatt gca atg ggg gat tac 55 

Met Gly Asp TVr 
1 

aag teg gcc aaa gag gcc ttt gtc teg gat aae cca ggt get tct ate 103 
Lys Ser Ala Lys Glu Ala Phe Val Ser Asp Asn Pro Gly Ala Ser He 
5 10 15 20 

tgg agt ate aac get gtc age ctg gtc gca ctg gtatgtagct egttctecga 156 
Trp Ser He Asn Ala Val Ser Leu Val Ala Leu 

25 30 
ggggttctgt eatttggaga cgcttattaa ttgggategc ag gcg aca tat get 210 

Ala Thr Tyr Ala 
35 

etc tgg ate gee tta teg ecg tac ate egt eat gga etc ctg aae aac 258 
Leu Trp He Ala Leu Ser Pro Tyr He Arg His Gly Leu Leu Asn Asn 

40 45 50 

tac ctg ate tgt gtt ett ecc eta tta tte ggg gtg ace ate tte tea 306 
Tyr Leu He Cys Val Leu Pro Leu Leu Phe Gly Val Thr He Phe Ser 

55 60 65 

act teg ect etc gta ttt ace tct ttt ttg tec att att tee etc get 354 
Thr Ser Pro Leu Val Phe Thr Ser Phe Leu Ser He He Ser Leu Ala 

70 75 80 

tte ate aeg aaa tec caa aaa tgc tte aaa tct gtc agt teg ecc gaa 402 
Phe He Thr Lys Ser Gin Lys Cys Phe Lys Ser Val Ser Ser Pro Glu 
85 90 95 
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aag cca aaa ggc caa tgg eta gac gaa tea gac tec gat gag gaa eea 450 
Lys Pro Lys Gly Gin Trp Leu Asp Glu Ser Asp Ser Asp Glu Glu Pro 
100 105 110 115 

geg gaa cct get tct gca get gga tct gca gca gtc tea cca gta aag 498 
Ala Glu Pro Ala Ser Ala Ala Gly Ser Ala Ala Val Ser Pro Val Lys 

120 125 130 

ett eta ect tee caa gtg geg ttc get teg gga tee eta tta tct cec 546 
Leu Leu Pro Ser Gin Val Ala Phe Ala Ser Gly Ser Leu Leu Ser Pro 

135 140 145 

gat eeg aca aca tee cec atg teg eea agt agt tct tea get tea gga 594 
Asp Pro Thr Thr Ser Pro Met Ser Pro Ser Ser Ser Ser Ala Ser Gly 

150 155 160 

eat gaa gac ect ttg ggg att atg ggc gtt aac aga c^ agg teg eta 642 
His Glu Asp Pro Leu Gly He Met Gly Val Asn Arg Arg Arg Ser Leu 

165 170 175 

tta gaa gga gtt teg ett gat gtt ccg tea cat ate gac tec aag gtc 690 
Leu Glu Gly Val Ser Leu Asp Val Pro Ser His He Asp Ser Lys Val 
180 185 190 195 

aga ata tct cct gtt ecc tae ttg agg etc aaa aag tct agg gca aeg 738 
Arg He Ser Pro Val Pro Tyr Leu Arg Leu Lys Lys Ser Arg Ala Thr 

200 205 210 

aag geg caa tgg gtg aaa gaa aag gga aga tta cca ttt ttg aca gtg 786 
Lys Ala Gin Trp Val Lys Glu Lys Gly Arg Leu Pro Phe Leu Thr Val 

215 220 225 

tae cga geg eac atg atg etc atg act gtt ate tge ate ttg geg gta 834 
Tyr Arg Ala His Met Met Leu Met Thr Val He Cys He Leu Ala Val 

230 235 240 

gat ttt gaa gtg ttt cct aga tgg eag ^c aag tge gaa gat ttt ggt 882 
Asp Phe Glu Val Phe Pro Arg Trp Gin Gly Lys Cys Glu Asp Phe Gly 
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245 250 255 

act agt ctg gtaagctttc cttcagccat ^ccagtgc tcaccgctct 931 
Thr Ser Leu 
260 

acttgccgta g atg gac gtg gtc g^ tea ttc gtc ttt tec etc ggt 981 
Met Asp Val Gly Val Gly Ser Phe Val Phe Ser Leu Gly 
265 270 275 

etc gtc tec aca aaa tct ctt tet cct cea ect cca act cct acg ccc 1029 
Leu Val Ser Thr Lys Ser Leu Ser Pro Pro Pro Pro Thr Pro Thr Pro 

280 285 290 

tec teg ccc get etc aae tct cac ate att ccc etc ace ccg tec ecg 1077 
Ser Ser Pro Ala Leu Asn Ser His He He Pro Leu Thr Pro Ser Pro 

295 300 305 

ttc act tec ate etc ate teg etc ega aaa tec ate ccc ate etc gtc 1125 
Phe Thr Ser He Leu He Ser Leu Arg Lys Ser He Pro He Leu Val 

310 315 320 

etc ggc ttt ata c^ ttg att atg gtc aag gga tct gat tat cct gag 1173 
Leu Gly Phe He Arg Uu He Met Val Lys Gly Ser Asp Tyr Pro Glu 

325 330 335 

cat gtg acg gag tac ggc gtg cac tgg aat ttc ttc ttc ace etc gca 1221 
His Val Thr Glu Tyr Gly Val His Trp Asn Phe Phe Phe Thr Leu Ala 
340 345 350 355 

ttg gtt cct gtg etc gee gtg ^c att ega cca ttg acg cag tgg ctt 1269 
Leu Val Pro Val Leu Ala Val Gly He Arg Pro Leu Thr Gin Trp Leu 

360 . 365 370 

cgc tgg ast gtg ctt ggg gta ate ate tet ttg ctg cat cag ctg t^ 1317 
Arg Trp Ser Val Leu Gly Val He He Ser Leu Leu His Gin Leu Trp 

375 380 385 

tta aca tat tat etc caa tec ate gtc ttc tea ttc ^c egg tea ggt 1365 
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Leu Thr Tyr Tyr Leu Gin Ser He Val Phe Ser Phe Gly Arg Ser Gly 

390 395 400 

ate ttt eta gca aac aag gaa ggc ttc tec tet ett cct ggt tat ctt 1413 
He Phe Leu Ala Asn Lys Glu Gly Phe Ser Ser Leu Pro Gly Tyr Leu 

405 410 415 

tec ata ttt ttg ate ggc ttg tet att gga gat eat gtt tta agg etc 1461 
Ser He Phe Leu He Gly Leu Ser He Gly Asp His Val Leu Arg Leu 
420 425 430 . 435 

agt tta cea cea aga aga gag agg gte gtg tea gaa aca aat gaa gag 1509 
Ser Leu Pro Pro Arg Arg Glu Arg Val Val Ser Glu Thr Asn Glu Glu 

440 445 450 

eat gag cag agt cat ttt gag aga aaa aaa ttg gat ttg att atg gag 1557 
His Glu Gin Ser His Phe Glu Arg Lys Lys Leu Asp Leu He Met Glu 

455 460 465 

ttg att gga tat age tta ggc tgg tgg gca etc tta gga ggc tgg att 1605 
Leu He Gly Tyr Ser Leu Gly Trp Trp Ala Leu Leu Gly Gly Trp He 

470 475 480 

tgg gee ggc ggg gag gta tec agg cgt tta gtaagtggac atctttggta 1655 
Trp Ala Gly Gly Glu Val Ser Arg Arg Leu 

485 490 
atattgtacc tataetaate cetgeataaa g gee aac get cct tat gta ttt 1707 

Ala Asn Ala Pro Tyr Val Phe 
495 500 
tgg gta gcg gca tac aat ace ace ttt etc etc ggc tac etc etc ctt 1755 
Trp Val Ala Ala Tyr Asn Thr Thr Phe Leu Leu Gly Tyr Leu Leu Leu 

505 510 515 

acc cac att att cea tet cec ace tet tec caa aca tea cea teg ate 1803 
Thr His He He Pro Ser Pro Thr Ser Ser Gin Thr Ser Pro Ser He 
520 525 530 
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tta gtg cct ccc ttg etc gac get atg aat aaa aae ggt etc gcg ata 
Leu Val Pro Pro Leu Leu Asp Ala Met Asn Lys Asn Gly Leu Ala He 

535 540 545 

ttt ttg gcg gcc aac ttg ctt aca gga ctg gtg aat gtg age atg aag 
Phe Leu Ala Ala Asn Leu Leu Thr Gly Leu Val Asn Val Ser Met Lys 

550 555 560 

aca atg tat gcg ccg gcg tgg ttg tea atg ggg gtg tta atg ttg tat 
Thr Met Tyr Ala Pro Ala Trp Leu Ser Met Gly Val Leu Met Leu Tyr 
565 570 575 580 

ace ttg aca ate agt tgt gta ggg t^ ata etg aaa gga egg agg ate 
Thr Leu Thr He Ser Cys Val Gly Trp He Leu Lys Gly Arg Arg He 

585 590 595 

aag ata tagttaaagt gtttaeeatg eaggataetg agtatetegg ttea 
Lys He 



<210> 13 
<211> 1797 
<212> DMA 

<213> Cryptoeoccus neoformans 

<220> 
<221> CDS 
<222> (1)..(1794) 

<400> 13 

atg ggg gat tac aag teg gee aaa gag gee ttt gte teg gat aae eea 48 

Met Gly Asp Tyr Lys Ser Ala Lys Glu Ala Phe Val Ser Asp Asn Pro 
15 10 15 
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ggt get tct ate tgg agt ate aac get gte age etg gte gca etg geg 96 
Gly Ala Ser He Trp Ser He Asn Ala Val Ser Leu Val Ala Leu Ala 

20 25 30 

aea tat get ete tgg ate gee tta teg ccg tac ate cgt eat gga ete 144 
Thr Tyr Ala Leu Trp He Ala Leu Ser Pro Tyr He Arg His Gly Leu 

35 40 45 

etg aae aac tac etg ate tgt gtt ett cce eta tta ttc ggg gtg ace 192 
Leu Asn Asn Tyr Leu He Cys Val Leu Pro Leu Leu Phe Gly Val Thr 

50 55 60 

ate ttc tea act teg cet etc gta ttt ace tct ttt ttg tec att att 240 
He Phe Ser Thr Ser Pro Leu Val Phe Thr Ser Phe Leu Ser He He 
65 70 75 80 

tec etc get ttc ate aeg aaa tec caa aaa tge ttc aaa tct gte agt 288 
Ser Leu Ala Phe He Thr Lys Ser Gin Lys Cys Phe Lys Ser Val Ser 

85 90 95 

teg cce gaa aag cca aaa ggc caa tgg eta gac gaa tea gac tee gat 336 
Ser Pro Glu Lys Pro Lys Gly Gin Trp Leu Asp Glu Ser Asp Ser Asp 

100 105 110 

gag gaa cca geg gaa cet get tct gca get gga tct gca gca gte tea 384 
Glu Glu Pro Ala Glu Pro Ala Ser Ala Ala Gly Ser Ala Ala Val Ser 

115 120 125 

cca gta aag ett eta cet tec caa gtg geg ttc get teg gga tec eta 432 
Pro Val Lys Leu Leu Pro Ser Gin Val Ala Phe Ala Ser Gly Ser Leu 

130 135 140 

tta tct cce gat ccg aea aea tec cce atg teg cca agt agt tct tea 480 
Leu Ser Pro Asp Pro Thr Thr Ser Pro Met Ser Pro Ser Ser Ser Ser 
145 150 155 160 

get tea gga eat gaa gac cet ttg ggg att atg ggc gtt aae aga egg 528 
Ala Ser Gly His Glu Asp Pro Leu Gly He Met Gly Val Asn Arg Arg 
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165 170 175 

agg teg eta tta gaa gga gtt teg ett gat gtt ecg tea eat ate gac 576 
Arg Ser Leu Leu Glu Gly Val Ser Leu Asp Val Pro Ser His He Asp 

180 185 190 

tee aag gte aga ata tet eet gtt eec tae ttg agg cte aaa aag tct 624 
Ser Lys Val Arg He Ser Pro Val Pro Tyr Leu Arg Leu Lys Lys Ser 

195 200 205 

agg gca acg aag gcg caa tgg gtg aaa gaa aag gga aga tta oca ttt 672 
Arg Ala Thr Lys Ala Gin Trp Val Lys Glu Lys Gly Arg Leu Pro Phe 

210 215 220 

ttg aea gtg tae ega gcg eae atg atg ete atg aet gtt ate tge ate 720 
Leu Thr Val Tyr Arg Ala His Met Met Leu Met Thr Val He Cys He 
225 230 235 240 

ttg geg gta gat ttt gaa gtg ttt eet aga t^ eag ^e aag tge gaa 768 
Leu Ala Val Asp Phe Glu Val Phe Pro Arg Trp Gin Gly Lys Cys Glu 

245 250 255 

gat ttt ggt aet agt etg atg gae gtg ggt gte ggg tea tte gte ttt 816 
Asp Phe Gly Thr Ser Leu Met Asp Val Gly Val Gly Ser Phe Val Phe 

260 265 270 

tec etc ggt etc gte tec aca aaa tet ett tct eet cca cct cea act 864 
Ser Leu Gly Leu Val Ser Thr Lys Ser Leu Ser Pro Pro Pro Pro Thr 

275 280 285 

eet acg eee tee teg eee get ete aae tet eae ate att eee ete aee 912 
Pro Thr Pro Ser Ser Pro Ala Leu Asn Ser His He He Pro Leu Thr 

290 295 300 

ecg tec ecg tte act tec ate etc ate teg cte ega aaa tec ate ccc 960 
Pro Ser Pro Phe Thr Ser He Leu He Ser Leu Arg Lys Ser He Pro 
305 310 315 320 

ate ete gte etc ggc ttt ata egg ttg att atg gte aag gga tet gat 1008 
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He Leu Val Leu Gly Phe He Arg Leu He Met Val Lys Gly Ser Asp 

325 330 335 

tat cct gag cat gtg acg gag tac ggc gtg cac tgg aat ttc ttc ttc 1056 
Tyr Pro Glu His Val Thr Glu Tyr Gly Val His Trp Asn Phe Phe Phe 

340 345 350 

acc etc gca ttg gtt cct gtg etc gcc gtg ggc att cga cca ttg acg 1104 
Thr Leu Ala Leu Val Pro Val Leu Ala Val Gly He Arg Pro Leu Thr 

355 360 365 

cag tgg ctt cgc tgg agt gtg ctt ggg gta ate ate tct ttg etg eat 1152 
Gin Trp Leu Arg Trp Ser Val Leu Gly Val He He Ser Leu Leu His 

370 375 380 

cag ctg tgg tta aca tat tat etc eaa tec ate gtc ttc tea ttc ggc 1200 
Gin Leu Trp Leu Thr Tyr Tyr Leu Gin Ser He Val Phe Ser Phe Gly 
385 390 395 400 

egg tea ggt ate ttt eta gca aac aag gaa ggc ttc tec tct ctt cct 1248 
Arg Ser Gly He Phe Leu Ala Asn Lys Glu Gly Phe Ser Ser Leu Pro 

405 410 415 

ggt tat ctt tee ata ttt ttg ate ggc ttg tct att gga gat cat gtt 1296 
Gly Tyr Leu Ser He Phe Leu He Gly Leu Ser He Gly Asp His Val 

420 425 430 

tta agg etc agt tta cca cca aga aga gag agg gtc gtg tea gaa aca 1344 
Leu Arg Leu Ser Leu Pro Pro Arg Arg Glu Arg Val Val Ser Glu Thr 

435 440 445 

aat gaa gag cat gag cag agt cat ttt gag aga aaa aaa ttg gat ttg 1392 
Asn Glu Glu His Glu Gin Ser His Phe Glu Arg Lys Lys Leu Asp Leu 

450 455 460 

att atg gag ttg att gga tat age tta ^c tgg tgg gca etc tta gga 1440 
He Met Glu Leu He Gly Tyr Ser Leu Gly Trp Trp Ala Leu Leu Gly 
465 470 475 480 
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tgg att tgg gcc ggc ggg gag gta tec agg cgt tta gcc aac get 1488 
Gly Trp He Trp Ala Gly Gly Glu Val Ser Arg Arg Leu Ala Asn Ala 

485 490 495 

cot tat gta ttt tgg gta gcg gca tac aat ace ace ttt etc etc ggc 1536 
Pro Tyr Val Phe Trp Val Ala Ala Tyr Asn Thr Thr Phe Leu Leu Gly 

500 505 510 

tac etc etc ett acc eac att att cca tct ecc acc tet tec caa aea 1584 
Tyr Leu Leu Leu Thr His He He Pro Ser Pro Thr Ser Ser Gin Thr 

515 520 525 

tea cca teg ate tta gtg cet ecc ttg etc gae get atg aat aaa aac 1632 
Ser Pro Ser He Leu Val Pro Pro Leu Leu Asp Ala Met Asn Lys Asn 

530 535 540 

ggt etc gcg ata ttt ttg gcg gcc aac ttg ett aea gga etg gtg aat 1680 
Gly Leu Ala He Phe Leu Ala Ala Asn Leu Leu Thr Gly Leu Val Asn 
545 550 555 560 

gtg age atg aag aea atg tat gcg ccg gcg tgg ttg tea atg ggg gtg 1728 
Val Ser Met Lys Thr Met Tyr Ala Pro Ala Trp Leu Ser Met Gly Val 

565 570 575 

tta atg ttg tat acc ttg aea ate agt tgt gta ggg tgg ata etg aaa 1776 
Leu Met Leu Tyr Thr Leu Thr He Ser Cys Val Gly Trp He Leu Lys 

580 585 590 

gga egg agg ate aag ata tag 1797 
Gly Arg Arg He Lys He 
595 



<210> 14 
<211> 598 
<212> PRT 
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<213> Cryptococcus neoformans 
<400> 14 

Met Gly Asp Tyr Lys Ser Ala Lys Glu Ala Phe Val Ser Asp Asn Pro 

15 10 15 

Gly Ala Ser He Trp Ser He Asn Ala Val Ser Leu Val Ala Leu Ala 

20 25 30 

Thr Tyr Ala Leu Trp He Ala Leu Ser Pro Tyr He Arg His Gly Leu 

35 40 45 

Leu Asn Asn Tyr Leu He Cys Val Leu Pro Leu Leu Phe Gly Val Thr 

50 55 60 

He Phe Ser Thr Ser Pro Leu Val Phe Thr Ser Phe Leu Ser He He 
65 70 75 80 

Ser Leu Ala Phe He Thr Lys Ser Gin Lys Cys Phe Lys Ser Val Ser 

85 90 95 

Ser Pro Glu Lys Pro Lys Gly Gin Trp Leu Asp Glu Ser Asp Ser Asp 

100 105 110 

Glu Glu Pro Ala Glu Pro Ala Ser Ala Ala Gly Ser Ala Ala Val Ser 

115 120 125 

Pro Val Lys Leu Leu Pro Ser Gin Val Ala Phe Ala Ser Gly Ser Leu 

130 135 140 

Leu Ser Pro Asp Pro Thr Thr Ser Pro Met Ser Pro Ser Ser Ser Ser 
145 150 155 160 

Ala Ser Gly His Glu Asp Pro Uu Gly He Met Gly Val Asn Arg Arg 

165 170 175 

Arg Ser Leu Leu Glu Gly Val Ser Leu Asp Val Pro Ser His He Asp 

180 185 190 

Ser Lys Val Arg He Ser Pro Val Pro Tyr Leu Arg Leu Lys Lys Ser 
195 200 205 
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Arg Ala Thr Lys Ala Gin Trp Val Lys Glu Lys Gly Arg Leu Pro Phe 

210 215 220 

Leu Thr Val Tyr Arg Ala His Met Met Uu Met Thr Val He Cys He 
225 230 235 240 

Leu Ala Val Asp Phe Glu Val Phe Pro Arg Trp Gin Gly Lys Cys Glu 

245 250 255 

Asp Phe Gly Thr Ser Leu Met Asp Val Gly Val Gly Ser Phe Val Phe 

260 265 270 

Ser Leu Gly Uu Val Ser Thr Lys Ser Leu Ser Pro Pro Pro Pro Thr 

275 280 285 

Pro Thr Pro Ser Ser Pro Ala Leu Asn Ser His He He Pro Leu Thr 

290 295 300 

Pro Ser Pro Phe Thr Ser He Leu He Ser Leu Arg Lys Ser He Pro 
305 310 315 320 

He Leu Val Leu Gly Phe He Arg Leu He Met Val Lys Gly Ser Asp 

325 330 335 

Tyr Pro Glu His Val Thr Glu Tyr Gly Val His Trp Asn Phe Phe Phe 

340 345 350 

Thr Leu Ala Leu Val Pro Val Leu Ala Val Gly He Arg Pro Leu Thr 

355 360 365 

Gin Trp Leu Arg Trp Ser Val Leu Gly Val He He Ser Leu Leu His 

370 375 380 

Gin Leu Trp Leu Thr Tyr Tyr Leu Gin Ser He Val Phe Ser Phe Gly 
385 390 395 400 

Arg Ser Gly He Phe Leu Ala Asn Lys Glu Gly Phe Ser Ser Leu Pro 

405 410 415 

Gly Tyr Leu Ser He Phe Leu He Gly Leu Ser He Gly Asp His Val 

420 425 430 

Leu Arg Leu Ser Leu Pro Pro Arg Arg Glu Arg Val Val Ser Glu Thr 
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435 440 445 

Asn Glu Glu His Glu Gin Ser His Phe Glu Arg Lys Lys Leu Asp Leu 

450 455 460 

He Met Glu Leu He Gly Tyr Ser Leu Gly Trp Trp Ala Leu Leu Gly 
465 470 475 480 

Gly Trp He Trp Ala Gly Gly Glu Val Ser Arg Arg Leu Ala Asn Ala 

485 490 495 

Pro Tyr Val Phe Trp Val Ala Ala Tyr Asn Tlir Thr Phe Leu Leu Gly 

500 505 510 

Tyr Leu Leu Leu Thr His He He Pro Ser Pro Thr Ser Ser Gin Thr 

515 520 525 

Ser Pro Ser He Leu Val Pro Pro Leu Leu Asp Ala Met Asn Lys Asn 

530 535 540 

Gly Leu Ala He Phe Leu Ala Ala Asn Leu Leu Thr Gly Leu Val Asn 
545 550 555 560 

Val Ser Met Lys Thr Met Tyr Ala Pro Ala Trp Leu Ser Met Gly Val 

565 570 575 

Leu Met Leu Tyr Thr Leu Thr He Ser Cys Val Gly Trp He Leu Lys 

580 585 590 

Gly Arg Arg He Lys He 
595 

<210> 15 

<211> 35 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Description of Artificial Se(iuence:an artificially 
synthesized primer sequence 
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<400> 15 

ggaattcatg tcgactttaa aacagagaaa agagg 35 

<210> 16 
<211> 34 
<212> DNA 

<213> Artificial sequence 

<220> 

<223> Description of Artificial Sequenceian artificially 

synthesized primer sequence 
<400> 16 

gcatcgattt atagcttaat gaatattctt tttct atac 34 

<210> 17 
<211> 60 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 17 

atggcaacag tacatcagga gaatatgtcg actttaaaac cggatccccg tcgtttaaac 60 

<210> 18 
<211> 60 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 18 

ttatagctta atgaatattc tttttctata caagaaaacc gaattcgagc tcgtttaaac 60 
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PI-^^-^GlcNAc-PI — GlcN-PI Y — ►GlcN-(acyl)PI ►Mature GPI 

UDP-GlcNAc Acetate acyl-CoA 

[1112] 



GlcN-(acyl)PI : 

GlcN-Rii 7 
GlcNAc-Pl . 




CoA/ATP + +: 



BEST AVAILABLE COPY 2 o o 3 - 3 i 0 7 i 
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